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DNA : AGTAGTGTACTACCAAGTATAGATAACGTTTGAATArTAAAGTTTTGAATC 5 1 

DNA: AAAGCCAAAGATGATTTGTATATTGGTGCTAATTACAX3TTGCAGCTGCAAG IL02 
M(l):. MICILVLIT VAAAS 

DNA: CCCAGTGTATCAAAGGTGTTTCCAAGATGGGGCTATAGTGAAGCAAAACCC H53 
M(15) : PVYQRCFq'dGAI VKQNP 

DMA : AT C CAAAGAAGCAGT TACAG AGGTGT GCCTGAAAGAT? GAT GT T AGC AT GAT 204 
M(32): SKEAVTEVCLKD DVSMI 

DNA: C AAAACAGAGGCCAGGTAT GTAAGAAATGCAACAGG^GT T T T T T CAAATAA 255 
M(49): KTEARYVRNATG VFSNN 

DNA : TGTCGCAATAAGGAAATGGCTAGTCTCTGATTGGCAT* GATTGCAGGCCTAA 306 
M(66): VAIRKWLVSDWH DCRPK 

DNA: GAAGAT CGT T GGGGGACACAT CAATGTAATAGAAGTF GGTGAT GACCT GTC 357 
M(83): KIVGGHINVIEV GDDLS 

DNA: ACTCCATACTGAATCATATGTTTGCAGCGCAGATTGrACCATAGGTGTAGA 4 08 

M(100) : LHTESYVCSADC TIGVD 

DNA: CAAAG AGACTGCACAGGTCAGGCT TCAGACAGAT ACC-ACAAAT CAT T TT GA 4 59 

M(117) : KETAQVRLQTDT TNHFE 

DNA: AAT T GCAGGCACT ACTGTGAAG T CAGGATGGTTCAAG-AGCACG AC AT ATAT 510 
M(134) : IAGTTVKSGWFK STTYI 

DNA: AACTCTTGATCAAACTTGCGAACACCTTAAAGTTTCCTGCGGCCCAAAATC S 61 

M(151): TLDQTCEHLK. VS CGPKS 

DNA: TGTACAGTTCCATGCCTGCTTCAATCAGCATATGTCT TGCGTCAGATTTTT S 12 

M(168): VQFHACFNQHMS CVRFL 

DNA: ACACAGGACAATATTGCCTGGCTCTATAGCCAATTCCZVTATGTCAGAATAT S 63 

M(185): HRTILPGSIANS HCQNI 

DNA: CGAAATCATAATTTTAGTTACACTTACTCTATTAATCTTTATATTGTTAAG 7 14 

M(202) : EIIILVTLTLLI3FILLS 

DNA: CATTTTAAGTAAGACTTATATATGTTATTTATTAATGCCTATATTCATCCC 7 65 

M(219) : ILSKTYICYLLMIPI FI P 

DNA: CATAGCATATATATACGGTATAATTTACAATAAGTCGTGCAAAAAATGCAA 8 16 

M(236): IAYIYGI IYNKSCKKCK 

\ 

DNA: ATTATGTGGCTTAGTGTATCATCCATTCACAGAGTGTGGCACACATTGTGT 8 67 

M(253): LCGLVYHPFTECGTHCV 

DNA: C T GT GGTGCCCGCT ATG AT ACT TC AGAT AGAAT GAAACT GC AT AGAGCTTC 9 3-8 

M{270) : CGARYDTS DRMKLHRA S 

DNA: TGGATTGTGCCCTGGTTATAAAAGCCTAAGAGCTGCCAGAGTCATGTGCAA 9 €9 

M(287): GLC.PGYKSLRAA R//V M C K 
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DNA • GTCGAAAGGGCCTGCATCAATATTGTCTATAATTACTGCGGTACTGGTCTT 
M(304): SKGPASILSIITAVLVL 

DNA : AACCT T TGTGACACCAATCAACTCCATGGT T T TAGGAGAGAGTAAAGAAAC 
M(321) : TFVTP INSMVLGESKET 

DNA : CTTTGAACTTGAAGATCTTCCAGACGACATGTTGGAAATGGCATCGAGAAT 
M(338) : FELEDLPDDMLEMASRI 

DNA : AAATTCTTATTATCTCACCTGTATCTTGAATTATGCTGTAAGCTGGGGTCT 
M(355) NSYYLTCILNYAVSWGL 

DNA : TGTTATCATTGGATTGTTGATCGGGCTGCTTTTTAAGAAATACCAGCACAG 
M(372) : VII GLLIGLLFKKYQHR 

DNA : ATTCTTAAATGTTTACGCAATGTACTGTGAAGAATGTGACATGTATCATGA 
M(389): FL NVYAMYCEEC DMY HD 

DNA : CAAGT CT GGGT T GAAAAGACATGGTGATTTCACCAAC AAATGCAG ACAGTG 
M(406): KSGLKRHGDFTNKCRQC 

DNA : CACAT GTGGTCAATAT GAAGATGCT GCAGGT TTGATGGCTCACAGGAAAAC 
M(423) : TCGQYEDAAGLMAHRKT 

DNA : CTAT AACTGCT T AGT GC AGT ACAAAGCAAAGT GGATGATGAACT T CCT G AT 
M(440) : YNCLVQYKAKWMMNFLI 

DNA : AAT T T ACATAT T CT T AATT T T GAT CAAAGAT T CTGCTAT AGT T GT ACAAGC 
M(457): IYIFLILIKDSAIVVQA/ 

DNA : T GCT GGAACTGACTT CACCACCT GCCT AGAG ACTGAGAGT AT AAATT GGAA 
M(474): /AGTDFTTCLETESINWN 

DNA : CT GCACT GGGCC ATT T T TGAACCT CGGGAAT T GCCAAAAGC AACAAAAGAA 
M(491): CTGPFLNLGNCQKQQKK 

DNA : AGAACCTT ACACCAACATT GCAACT CAGT TAAAGGGACTAAAGGCAAT TTC 
M(508) : EPYTNIATQLKGLKAIS 

DNA : CGTACTAGATGTCCCTATAATAACAGGGATACCAGATGATATTGCGGGTGC 
M(525): VLDVPIITGI PDDIAGA 

DNA : TT T AAGATAT AT AGAAGAGAAGGAAGATT T CCATGTCCAGCT AACT AT AGA 
M(542): LRYIEEKEDFHVQLTIE 

DNA : ATAT GCGATGT TAAGCAAAT ACT GTGACT AT T AT ACCCAAT T CT CAGAT AA 
M(559): YAMLSKYCDYYTQFSDN 

DNA : CTC AGGATACAGT C AGACAAC AT GGAGAGTGT ACTTAAGGTCTCATGAT T T 
M(576): SGYSQTTWRVYL.RSHDF 

DNA : TGAAGCCTGTATACTATATCCAAATCAGCACTTTTGCAGATGTGTAAAAAA 
M(593): EACILYPNQHFCRCVKN 
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DNA : TGGTGAGAAGTGCAGCAGCTCCAATTGGGACTTTGCCAATGAAATGAAAGA 
M(610) : GEKCSSSNWDFANE MKD 



DNA : TTATT ACTCTGGGAAACAAACAAAGTTTGACAAGGACTTAAATCTAGCCCT 

M{627): YYSGKQTKFDKDLN LAL 

DNA : AACAGCTTTGCATCATGCCTTCAGGGGGACCTCATCTGCATATATAGCAAC 

M(644) : TALHHAFRGTSSAY IAT 

DNA : AATGCTCTCAAAAAAGT CCAATGATGACT TGATTGC ATACAC-2\AATAAGAT 

M(661): MLSKKSNDDLIAYT NKI 

DNA : AAAAACAAAAT TC CCAGGTAATGCATTGT TGAAGGCT ATAAT.?VGAT T ATAT 

M(678): KTKFPGNALLKAII DYI 

DNA : AGCATATATGAAAAGTT TGCCAGGT ATGGCAAATTTCAAAT AT GAT GAAT T 

M(695) : AYMKSLPGMANFKY DEF 

DNA : CTGGGATGAATTACTGTACAAACCCAACCCAGCAAAGGCCTCZ^AACCTTGC 

M(712): WDELLYKPNPAKAS NLA 

DNA : TAGAGGAAAGGAGTCATCT T AC AACTTC AAACT AGCAAT TT CAT CAAAGTC 

M(729): RGKESS YNFKLAIS SKS 

DNA: TATAAAAACCTGCAAGAATGTTAAGGATGTTGCCTGCTTATCSCCAAGGTC 

M(746): IKTCKNVKDVACLS PRS 

DNA: AGGTGCTATATATGCTTCAATAATTGCGTGTGGTGAACCCAAT GGGCCAAG 

M(763): GAIYASIIACGEPN.GPS 

DNA: TGTGTATAGGAAACCATCAGGTGGTGTATTCCAATCTAGCACr GATCGGTC 

M(780) : VYRKPSGGVFQSST DRS 

DNA : TATATACTGCT TGCTGGATAGC CATT GTC TAGAAGAATT TGAG «SCCATCGG 

M(797): IYCLLDSHCLEEFE-AI G 

DNA : CCAGGAGGAGCTGGATGCGGTAAAGAAATCCAAATGTTGGGAA2VTTGAATA 

M(814) : QEELDAVKKSKCWEILEY 

DNA : TCCTGACGTAAAGCTCATCCAAGAAGGCGATGGGACTAAAAGCjrGTAGAAT 

M(831) : PDVKLI QEGDGTKS CRM 

DNA : GAAAGAT TCTGGG AACTGCAATGT TGCAACT AACAG ATGGCCAGTGATACA 

M(848): KDSGNCNVATNRWPV I Q 

DNA : AT G T GAGAAT GACAAATT T TAC T ACT CAGAGCT TCAAAAAGAT X* ATG ACAA 

M(865): CENDKFYYSELQKDTjcT DK 

DNA : AGCTCAAGATATTGGTCACTATTGCTTAAGCCCTGGATGTACTACTGTCCG 

M(882) : AQDIGHYCLSPG CTTVR 

DNA : GT ACCCTAT TAATCCAAAGCACATCTCTAACTGTAAT TGGCAAS TAAGCAG 

M(899) : YPINPKHISNCNWQV^SR 
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DNA : ATCTAGCAT AGCGAAGATAGATGTG CACAATATTG AG G AT AT TG AGCAAT A 2856 
M(916): SSIAKIDVHNIEDIEQY 

DNA: T AAGAAAG CT ATAACTCAGAAACT TCAAACGAGCCTATCTC T AT TCAAGTA 2907 
M(933) : KKAI 'TQKLQTSLSL FKY 

DNA: TGCAAAAACAAAAAACT TGCCGCACATCAAACCAATT T AT AAAT AT AT AAC 2958 
M(950): AKTKNLPHIKPIYKYIT 

DNA: T AT AGAAGGAACAGAAACT GCAGAAGGT ATAGAG AG TGC AT ACAT T GAATC 3009 
M(967): IEGTETAEGI ESAYIES 

DNA: AGAAGTACCTGCATTGGCTGGGACATCTATCGGATTCAAAATCAATTCTAA 3060 
M(98.4): EVPALAGTSIGFKINSK 

DNA: AGAGGGCAAGCACTTGCTAGATGTTATAGCATATGTAAAAAGTGCCTCATA 3111 
M(1001) : EGKHLLDVIAYVKSASY 

DNA: CTCTTCAGTGTATACAAAATTGTACTCAACTGGCCCAACATCAGGGATAAA 3162 
M(1018): SSVYTKLYSTGPTSG IN 

DNA : T ACT AAAC ATGATGAATT GT GT ACTGGCCCAT GCCC AGCAAAT ATCAATCA 3213 
M(1035): TKHDELCTGPCPANINH 

DNA : T CAGGT TGGGTGGCTGACAT TTGCAAGAGAGAGGACAAGC T CAT GGGGAT G 3264 
M(1052): QVGWLTFARERTSSWGC 

DNA : CGAAGAGTTTGGTTGCCTGGCTGTAAGTGATGGGTGTGTATTTGGATCATG 3315 
M(1069): EEFGCLAVSDGCVFGSC 

DNA : CCAAGATATAATAAAAGAAGAACTATCTGTCTATAGGAAGGAGACCGAGGA 3366 
M(1086) : QDI IKEELSVYRKE TEE 

DNA: AGTGACTGATGTAGAACT GTGTT TGACAT T T TC AGAC AAAACAT ACTGT AC 3417 
M(1103) : VTDVELCLTFSDKTYCT 

DNA: AAACT T AAACCCTGTT ACCCCTAT TATAACAGATCTATT TGAGGTACAGT T 34 68 

M(1120): NLN PVT P I I T DL FEVQ F 

DNA : CAAAACTGTAGAGACCTACAGCTTGCCTAGAATTGTTGCTGTGCAAAACCA 3519 
M(1137) : KTVETYSLPRIVAVQNH 

DNA: T GAGATTAAAAT T GGGCAAATAAATGATTTAG GAGT TT ACT CT AAGGGT TG 3570 
M(1154): EIKIGQINDLGVYSKGC 

DNA : TGGGAATGTTCAAAAGGTCAATGGAACTATTTATGGCAATGGAGTTCCCAG 3621 
M(1171): GNVQKVNGTIYGNGVPR 

DNA: AT TTG ACT ACT TATGCCAT T TAGCT AGCAGGAAGGAAGTCAT TG T TAGAAA 3672 
M(1188): FDYLCHLASRKEVI VRK 

DNA: ATGCTTCGACAATGATTACCAAGCATGCAAATTTCTTCAAAGCCCTGCTAG 3723 
M(1205): CFDNDYQACKFLQS PAS 
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DNA : T TACAGACT TGAAGAAGACAGTGGCACTGTGACC ATAAT TGACTACAAAAA 3774 
M(1222) : YRLEE DS GTVT I I D Y K K 

DNA: GAT T T T AGGAACAAT C AAGATGAAGG CAATTT TAGG AGATGTCAAATATAA 3825 

M(1239) : ILGT I KMKAILGDVKYK 

DNA: AACATTTGCTGATAGTGTCGATATAACCGCAGAAGGGTCATGCACCGGCTG 3876 

M(1256) : TFADSVDI TAEGSCTGC 

DNA: TATTAACTGCTTCGAAAATATCCATTGCGAATTAACGTTGCACACCACAAT 3927 

M(1273) : INCFENIHCELTLHTTI 

DNA: T GAAGCCAGCT GCCCAAT TAAAAGCTCGTGCACAGTATTTCATGAC AG GAT 3978 

M(1290) : EASCPIKSSCTVFHDRI 

DNA: TCTTGTGACTCCAAATGAACACAAATATGCATTGAAAATGGTGTGCACAGA 4029 

M(1307): LVTPNEHKYALKMVCTE 

DNA: AAAG CCAG GGAAC AC ACTCACAAT T AAAG T C T GCAAT ACT AAAGT T GAAGC 4080 

M(1324): KPGNTLTIKVCNTKVEA 

DNA : ATCTAT GGCCCT TGT AGACGCAAAGCCTAT CAT AGAACTAGCACCAGT T GA 4131 

M(1341) : SMALVDAKPI I ELAPVD 

DNA : TCAGACAGCAT ATATAAGAGAAAAAGATGAAAGGTGTAAAACTTGGATGTG 4182 

M(1358): QTAY I REKDERCK TWMC 

DNA: TAGGGTAAGAGATGAAGGACTGCAGGTCATCTTGGAGCCATTTAAAAATTT 4233 

M(1375) : RVRDEGLQVILEPFKNL 

DNA : AT TT GGAT C T T AT AT TGGGAT AT T T T AC ACAT T TAT TAT AT CTAT AGTAGT 4284 

M(1392): FGSYIGIFYTFIISIVV 

DNA : ATT AT TGGT TAT TAT CTATGT ACTACTACCTAT ATGCTTTAAG T T AAGGGA 4335 

M(1409): LLVI I YVLLPI CFKLR D 

DNA : TACCCTTAGAAAGCATGAAGATGCATATAAGAGAGAGATGAAAATTAGATA 438 6 

M(1426) :TLRKHEDAYKREMKIR# 

DNA : GGGGAT C T ATGCAGAACAAAAT TGAG TC C TGTAT TAT AT ACT T C TAT T TGT 4 437 

DNA : AGTATAGCTGTTGTTAAGTGGGGGGTGGGGAACTAACAACAGCGTAAATTT 4 488 

DNA: ATTT TGCAAACATTATTTTATACT TGGTAGCACACTACT 4527 
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DNA: AGTAGTGTACCCCACTTGAATACTTTGAAAATAAATTGTTGTTGACTGTTT 51 

DNA: TTTACCTAAGGGGAAATTATCAAGAGTGTGATGTCGGATTTGGTGTTTTAT L 02 

N(l): M S D L V F Y 

NSs(l): M 

DNA: GATGTCGCATCAACAGGTGCAAATGGATTTGATCCTGATGCAGGGTATATG 1 53 

N(8): DVASTGANGFDPDAGYM 
NSs(2): MSHQQVQMDLILMQGIW 

DNA: GACTTCTGTGTTAAAAATGCAGAATTACTCAACCTTGCTGCAGTTAGGATC 2 04 

N(25): DFCVKNAELLNLAAVRI 
NSs(19): TSVLKMQNYSTLLQLGS 

DNA: TTCTTCCTCAATGCCGCAAAGGCCAAGGCTGCTCTCTCGCGTAAGCCAGAG 2 55 

N(42): FFLNAAKAKAALSRKPE 
NSs(36): SSSM.PQRPRLLSRVSQR 

DNA : AGGAAGGCTAACCCTAAATT T GG AGAGTGGCAGGTGG AGGT T AT C AAT AAT 3 O 6 

N(59): RKANPKFGEWQVEVINN 
NSs(53): GRLTLNLESGRWRLS I I 

DNA: CAT T T T CCTGGAAACAGGAACAACCCAATT GGTAACAACGAT C T TACCATC 357 
N(76): HFPGNRNNPIGNNDLTI 
NSs(70): IFLETGTTQLVTTILPS 

DNA : CACAGATTATCTGGGTATTTAGCCAGATGGGTCCTTGATCAGTATAACGAG< 4 O 8 

N(93): HRLSGYL'ARWVLDQYNE 
NSs(87): T D Y L G I # 

DNA: AAT GAT GAT GAGTC TCAGCACGAGT T GAT C AGAACAACTAT TAT CAACCC A 45 9 

N(110): NDDESQHELIRTTIINP 

DNA : ATTGCTGAGTCTAATGGTGT AGGATGGGACAGTGGGCCAGAGATCTATCTA 51-0 
N(127): IAESNGVGWDSGPEIYL 

DNA: TCATTCTTTCCAGGAACAGAAATGTTTTTGGAAACTTTCAAATTCTACCCG 561 
N(144): SFFPGTEMFLETFKFYP 

DNA: C T GACCATTGGAAT TCAC AG AGTCAAGCAAGGCATG AT GGACCCTCAAT AC 6L 2 

N(161): LTIGIHRVKQGMMDPQY 

DNA: CT GAAGAAGGC CTTAAGGCAACGCT ATGGCAC T CTCACAGCAGATAAGT GG 66 3 

N(178): LKKALRQ RYGTLTADKW 

DNA: ATGTCACAGAAGGTTGCAGCAATTGCTAAGAGCCTGAAGGATGTAGAGCAG 71 4 

N(195): MSQKVAAIAKSLKDVEQ 
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DNA: CTTAAATGGGGAAAAGGAGGCCTGAGCGATACTGCTAAAACATTCCTGCAG 7 65 
N(212) :LKWGKGGLSDTAKTFLQ 

DMA: AAATTTGGCATCAGGCTTCCATAAATATGGCATGAGGCATTCAAATTAGGT 816 
N(229) :KFGIRLP# 

DNA : TCTAAAT TCTAAATT TAT ATAT GTC AAT T TGAT TAAT TGGT T AT CCAAAAG 867 

DNA: GGTTTTCTTAAGGGAACCCACAAAAATAGCAGCTAAATGGGTGGGTGGTAG 918 

DNA : GGGACAGCAAAAAACTATAAATCAGGTCAT AAATAAAATAAAAT GT AT TCA 969 

DNA: GTGGGGCACACTACT 984 
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DNA : AGTAGTGTACCCCTATCTACAAAACTTACAGAAAATTCAGTCATATCACAA 51 
DNA: TAT ATGCATAATGGACTAT CAAGAGTATCAACAATT C T TGGCT AGGATT AA * 102 

(LI) : MDYQEYQQFLARIN 

DNA : T ACT GCAAGGGAT GCATGTGTAGCCAAGG AT ATCGAT GT T GACCT ATTAAT 153 
(L15) : TARDACVAKDI DVDLLM 

DNA : GGCCAGACATGATTATTTTGGTAGAGAGCTGTGCAAGTCCTTAAATATAGA 204 
(L32) : ARHDYFGRELCKSLNIE 

DNA: AT AT AGGAATGAT GT ACCATT TGTAGATAT AATT TT GGATATAAGGCCCGA 255 
(L49) : YRNDVPFVDIILDIRPE 

DNA : AGTAGACCCATTAACCATAGATGCACCACATATTACCCCAGACAATTATCT 306 
(L66) : VDPLTIDAPHITPDNYL 

DNA: AT AT AT AAATAATGT GT TAT AT AT C AT AGATT AT AAGGT CT CTGT ATCGAA 357 
(L83) : Y I NNVLYI IDYKVSVSN 

DNA: TGAAAGCAGTGTT AT AACATATGACAAATATTATGAGT TAAC T AGGGACAT 4 08 

(L100) : ESSVITYDKYYELTRDI 

DNA: ATCC G AT AGAT T AAGT AT T CCAAT AGAAAT AGTT AT CGT CCGT AT AGACCC 459 
(L117) : SDRLSIPIEIVIVRIDP 

DNA: TGTAAGTAAGGAT T TGCATAT TAACT CTGAT AGATT TAAAGAACT T TACCC 510 
(L134) : VSKDLHINSDRFKELYP 

DNA : TACAATAGTGGTGGATATAAACTTCAATCAATTTTTCGACTTAAAACAATT 5 61 

(L151) : TIVVDINFNQFFDLKQL 

DNA: ACTCTATGAAAAATTCGGTGATGATGAAGAATTCCTATTGAAAGTTGCACA 612 
(L168) : LYEKFGDDEEFLLKVAH 

DNA: TGGTGACTTCACTCTTACAGCACCCTGGTGCAAGACTGGGTGCCCTGAATT 663 
(L185) : GDFTLTAPWCKTGCPEF 

DNA: T T GGAAACACCCCATTT ATAAAGAATTTAAAAT GAG TAT GCC AGTACCTGA 714 
(L202) : WKHPIYKEFKMSMPVPE 

DNA : GCGGAGGCTCTTTGAAGAATCTGTCAAGTTCAATGCTTATGAATCTGAGAG 7 65 

(L219) : RRLFEESVKFNAYESER 

DNA: ATGGAAT ACT AACT TGGT T AAAATC AGAGAATAT ACAAAGAAAGACTAT TC 816 
(L236) : WNTNLVKIREYTKKDYS 

DNA: AGAGCATATTTCAAAATCTGCAAAAAATATTTTCCTGGCTAGTGGATTTTA 867 
(L253) : EH ISKSAKNI FLASGFY 

DNA: TAAGCAGCCAAATAAGAATGAGATTAGTGAGGGGTGGACATTAATGGTTGA 918 
(L270) : KQPNKNEI-SEGWTLMVE 

DNA : GAGGGTTCAAGATCAGAGAGAAATCTCAAAATCTCTCCATGACCAGAAACC 969 
(L287) : RVQDQ REISKSLH DQKP 
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DNA: TAGCAT ACATT T T ATATGGGGAGCCC ATAACCCAGGAAAT AGT AAT AAT GC 1020 
(L304): SIHFIWG AHNPGNSNNA 

DNA: AACCTTCAAACT C ATAT TGCT TTCAAAGTCCT TACAAAGCATAAAAGGTAT 1071 
(L321): TFKliIIiLSKS LQSIKGI 

DNA: ATCAACT TACACAGAAGCGT TCAAATCT T T AGG AAAAATG ATGGAT AT TGG 1122 
(L338): STYTEAFKSL. GKMMDIG 

DNA: AGATAAGGCT AT TGAGT AT GAAGAATTCTGCAT GT CCCTAAAAAGCAAAGC 1173 
(L355): DKAIEYEEFCMSLKSKA 

DNA: AAGATCATCATGGAAGCAAATAATGAACAAAAAATTAGAGCCTAAACAAAT 1224 
(L372): RSSWKQIMNKKLEPKQI 

DNA: AAACAATGCCCT T GT TTTATGGGAACAGCAG T T TATGGTAAATAATGACCT 1275 
(L389) : NNALVLWEQQFMVNNDL 

DNA: GAT AGACAAAAGTGAGAAGT TGAAAT TAT T CAAAAATTTCT GCGGT AT AGG 1326 
(L406): IDKSEKLKLFK-NFCGIG 

DNA: CAAACACAAGCAATTCAAGAATAAAATGCTAGAGGATCTAGAAGTGTCAAA 1377 
(L423) : KHKQFKNKMIiEDLEVSK 

DNA : GCCCAAAAT AT T AGAC T T T GATGACGCAAATAT GT ATCTAGC TAGCCT AAC 1428 
(L440): PKILDFDDANMYLASLT 

DNA: CAT GATGGAACAG AG TAAGAAGAT AT TGTCCAAAAGCAATGGGTTGAAGCC 1479 
(L457) : MMEQ^SKKILSKSNGLKP 

DNA: AGATAAT T T T AT ACTGAATGAATT T GGATCCAAAAT CAAAGATGC TAATAA 1530 
(L474): DNFILNEFGSKIKDANK 

DNA: AGAAACATAT GACAATATGCACAAAAT AT TTG AGACAAGAT ATTGGCAAT G 1581 
(L491) : ETYDNMHKI FETRYWQC 

DNA : TATATCCGACTTCTCTACTCTGATGAAAAATATCTTATCTGTGTCCCAATA 1 632 

(L508) : I SDFSTLMKNI LSVSQY 

DNA: TAACAGGCACAACACATT TAGGAT AGCT AT GT GTGCT AAT AACAATGTCT T 1683 
(L525): NRHNT FRIAMCANNNVF 

DNA: TGCTATAGTATTTCCTTCGGCTGACATAAAAACTAAGAAAGCAACTGTAGT 1734 
(L542): AIVFPSADI KTKKATVV 

DNA: TTATAGCAT TAT AG T GCTGCAT AAAGAGGAAGAAAACATAT TCAACCCAGG 1785 
(L559) : YSI IVLHKEEENIFNPG 

DNA : ATGT TTGCACGGCACAT T T AAGTGTATGAATGGGTATAT T TCCATATC TAG 1836 
(L576) : CLH GTFKCMNGYISISR 

DNA : AGCTATAAGGCTAGATAAAGAGAGGTGCCAGAGAATTGTTTCCTCACCTGG 1887 
(L593) : AIRLDKERCQRIVSSPG 
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DNA : ACTGTT T T TAACAACT TGCCT AC T AT TCAAACATGATAATCCAACTC TAGT 1938 

(L610) : LFLTTCLLFKHDNPTLV 

DNA : G ATG AGCGAT ATT ATGAAT T T T T CT AT AT ACACTAGCCTGT C TAT CACAAA 1989 

(L627): MSDIMNFSIYTSLSITK 

DNA : GAG TGT T CTATC TT TAACAGAGCC AGCACGC T ACATGAT T ATGAACT CAT T 2040 

(L644) : SVLSLTEPARYMIMNSL 

DNA : AGC TATC TCC AGC AATGT TAAGGACT AT AT AGCAGAGAAAT TTT CC C C T TA 2091 

(L661) : AISSNVKDYIAEKFSPY 

DNA : CACAAAG ACAC TGTTCAGT GT CT ATATGACTAGAC TAAT T AAAAAT G C T TG 2142 

(L678) : TKTLFSVYMTRLIKNAC 

DNA : CT T T GATGCT TATGACCAGAGAC AGCGTGTCCAACTT AGAGATATAT ATT T 2193 

(L695) : FDAYDQRQRVQLRDIYL 

DNA: AT CTGATT ATGACATAACCCAAAAAGGTAT TAAAGAC AATAGAGAGCTAAC 2244 

(L712) : SDYD ITQKGIKDNREL T 

DNA : AAGTATATGGTTCCCTGGTAGTGTAACATTAAAGGAGTATTTAACACAAAT 2295 

(L729) : SIWFPGSVTLKEYLTQI 

DNA : AT ACT T ACCAT TTTATTT TAAT GC TAAAGGACTACATGAGAAGCACCAT GT 234 6 

(L746) : YLPFYFNAKGLHEKHHV 

DNA : C AT GGT GG ATCTAGCAAAGACT AT ATTAGAAATAGAGTGCG AAC AG AGGGA 2397 

(L763) : MVDLAKTI LEIECEQRE 

DNA: AAACAT AAAGGAGAT AT GGT CT ACAAATTGTACCAAAC AGACAGTGAACCT 2 4 48 

(L780) : NIKEIWSTNCTKQTVNL 

DNA : TAAAATTTTGATCCATTCCTTGTGCAAGAATTTACTAGCAGACACTTCAAG 2 4 99 

(L797) : KILIHSLCKNLLADTSR 

DNA: ACACAACC AC TTGCGGAACAGAAT AGAAAAT AGGAACAATTT TAGAAGGTC 2550 

(L814) : HNHLRNRI ENRNNFRRS 

DNA : T ATAACAAC T AT TTCAACAT T T ACAAG T TCAAAGTCT T GCCT CAAAAT AGG 2 601 

(L831) : ITTISTFTSSKSCLKIG 

DNA: GGAC T TTAGAAAAG AGAAAG AGCTG CAGTCAGTTAAAC AGAAGAAAATCT T 2 652 

(L848): DFRKEKELQSVKQKKIL 

DNA : AG AGGTGCAGAGTCGCAAAATGAGAT TAGCAAACCCAATGT T CGT GACAGA 2703 

(L865) : EVQSRKMRLANPMFVTD 

DNA : T G AACAAGT ATGCCT TGAAGT T GGGCACT GCAATTAT GAGAT GCT GAGGAA 2754 

(L882) : EQVCLEVGHCNYEMLRN 

DNA: T GCT AT GCCGAAT TATACAGAT TATATATCAACTAAAG TAT TT G ATAGGT T 2805 

(L899) : AMPNYTDY ISTKVFDRL 
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DNA: ATATGAGT T AT T AGATAAAGGAGT T TTGACAGAC AAGCCTGT T AT AGAGCA 2856 

(L916) : YELLDKGVLTDKPVIEQ 

DNA: AATAATGGATATGATGGT CGACCACAAAAAGT TC T AT T TC ACAT T TTTCAA 2907 

(L933) : IMDMMVDHKKFYFTF FN 

DNA: TAAAGGCC AGAAAACGT CAAAGG AT AGAGAGATAT T CGTTGG AGAAT ATG A 2958 

(L950) : KGQKTSKDREI FVGEYE 

DNA: AGCTAAAATGTGTATGTACGCAGTTGAGAGAATAGCAAAAGAAAGATGTAA 3009 

(L967): AKMCMYAVERIAKERCK 

DNA: ATTAAATCCTGATGAAATGATATCTGAGCCGGGTGATGGCAAGTTGAAGGT 3060 

(L984): LNPDEMI SEPGDGKLKV 

DNA: GTT GG AGCAAAAAT CAGAACAAGAAATTCGATT CT T GGTCGAGACT ACAAG 3111 

(L1001) : LEQKSEQEIRFLVETTR 

DNA: GCAAAAGAATCGTGAAATCGATGAGGCAATTGAAGCATTAGCTGCAGAAGG 3162 

(L1018) : QKNREI DEAI EALAAEG 

DNA: ATATGAGAGTAATCTAGAAAAAATTGAAAAGCTTTCACTTGGCAAAGCAAA 3213 

(L1035) : YESNLEKIEKLSLGKAK 

DNA : GGGCCTAAAGATGGAAATAAATGCAGATATGTCTAAATGGAGTGCTCAGGA 32 64 

(L1052) : GLKMEINADMS KWSAQ D 

DNA : TGTTTTTTATAAATATTTCTGGCTCATAGCCTTAGACCCTATCCTCTACCC 3315 

(L1069) : VF.YKYFWLIALDPILYP 

DNA : ACAGGAAAAAGAGAGAATATTAT ACT T TATG T GCAACTACAT GGATAAAGA 3366 

(L1086) : QEKERILYFMCNYMDKE 

DNA: ATTGATACTGCCAGATGAATTATTATTCAATTTGCTGGACCAAAAAGTTGC 3417 

(L1103) : LILPDELLFNLLDQKVA 

DNA : AT AC C AGAAT GAT ATAATAGCTACTATGACTAATCAATTAAAT T CAAAT AC 34 68 

(L1120) : YQNDIIATMTNQLNSNT 

DNA: AGTTCT GAT AAAGAGAAAT TGGCTCCAAG GGAAT T TCAACT AC AC CTC AAG 3519 

(L1137) : VLIKRNWLQGNFNYTSS 

DNA: TTACGTCCATAGCTGCGCAATGTCTGTGTATAAAGAAATATTAAAAGAGGC 3570 

(L1154): YVHSCAMSVYKEILKEA 

DNA: CAT AAC AT T AC TAGACGGGTCTATAT T AGTCAAC TCATTAGTCCAT T CGG A 3621 

(L1171) : I TLLD GS I LVN SLVH S D 

DNA : TGAT AACCAAAC ATCGATAACAAT AGT T CAGGATAAGATGGAAAATG AT AA 3672 

(L1188) : DNQTSITIVQDKMENDK 

DNA: AATTATAGAT T TT GCAATGAAAGAATT T GAGAGAGCCTGT TTGACAT T T GG 3723 

(L1205) : I I DFAMKEFERACLT-FG 
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DNA: AT GCCAAGCAAATATG AAAAAGACATAT GTAACAAAT T GCAT AAAAGAGT T 3774 
(L1222) : CQANMKKTYVTNCI KEF 

DNA : TGTTTCATTATTTAACTTGTACGGCGAACCCTTTTCAATATATGGCAGATT 3825 
(L1239) : VSLFNLYGEPFSIYGRF 

DNA: CCTATTAACATCTGTGGGTGATTGTGCCTATATAGGGCCTTATGAAGATTT 387 6 

(L1256) : LLTSVGDCAYIGPYEDL 

DNA: AGCTAGTCGAATATCATCAGCCCAGACAGCCATAAAGCATGGTTGTCCACC 3927 
(LL273) : ASRISSAQTAIKHGCPP 

DNA : CAGTCTAGCATGGGTGTCCATAGCAATAAGTCATTGGATGACCTCTCTGAC 3978 
(L1290) : SLAWVSIAISHWMTSLT 

. DNA: ATACAACATGCTACCAGGGCAGTCAAATGACCCAATTGATTATTTCCCTGC 4 029 

(L1307): YNMLPGQSNDPIDYFPA 

DNA : AGAAAATAGGAAGGATATCCCTATAGAATTGAATGGTGTATTAGATGCTCC 4 080 

(L1324) : ENRKDI PIELNGVLDAP 

DNA: ATTGTCAATGATTAGTACAGTTGGATTGGAATCTGGGAATTTATACTTCTT 4131 
(L1341) : LSMISTVGLESGNLYFL 

DNA: GATAAAGT TGT TG AGCAAATATACCCCGGTC AT GCAGAAAAGAGAG T CAGT 4182 
(L1358) : I KLLSKYTPVMQKRESV 

DNA: AGTCAACCAAATAGCTGAAGTTAAGAACTGGAAGGTCGAGGATCTAACAGA 4233 
(L1375) : VNQIAEVKNWKVEDLTD 

DNA: CAATGAAATAT TTAGACT TAAAATACTCAGATATTTAGTTCTAGATGCAGA 4284 
(L1392) : NEIFRLKILRYLVLDAE 

DNA : GATG GACCCTAGTGAT AT T ATGG GTGAGACAAGCGAC ATG AG AGGGAGGT C 4 335 

(L1409) : MDPSDIMGETSDMRGRS 

DNA : TAT T T TGACACCT AGAAAATTCACAACAGCAGGCAGT T TAAGG AAATTATA 4 38 6 

(L1426) : ILTPRKFTTAGSLRKLY 

DNA : TTCTTTCAGTAAGTACCAGGATAGACTGTCTTCCCCTGGAGGCATGGTTGA 4 4 37 

(L1443) : SFSKYQDRLSSPGGMVE 

DNA : ATTGTTCACTTATTTGCTTGAGAAACCTGAGTTGTTAGTGACTAAAGGGGA 4 4 88 

(L1460): LFTYLLEKPELLVTKGE 

DNA: AGATATGAAAGATTAT ATGGAATC TGT GATAT TCCGATATAAT TCCAAAAG 4539 
(L1477) : DMKDYMESVIFRYNSKR 

DNA : G T TCAAAGAAAGTTTGTCAAT ACAGAACCCAGCACAAT TATT T ATAGAACA 4 590 

(L1494) : FKESLS IQNPAQIiFIEQ 

DNA : GATATTGTTCTCACATAAGCCCATAATAGACTTTTCTGGTATCAGGGACAA 4 641 

(L1511) : ILFSHKPIIDFSGIRDK 
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DNA : ATATATAAACCTACATGAT AGT AGAGCTCT AGAGAAGGAACCTGACATATT 4 692 

(L1528): YINLHDSRALEKEPDIL 

DNA : AGGAAAAGTAACAT T TACAGAGGCTT ATAGATTAT TAATG AGGGACCTGT C 4743 
(L1545) : GKVTFTEAYRLLMRDLS 

DNA : TAGCCTAGAACTAACCAATGATGACATTCAAGTAATTTATTCTTACATAAT 4794 
(L1562) : SLE LTNDDIQVIYSYII 

DNA: ACT TAAT GACCCT AT GATGATAACTATTG CAAACACACATATATT GTCAAT 4 845 

(L1579) : LNDPMMITIANTHILSI 

DNA : ATACGGGAGTCCTCAACGGAGGATGGGCATGTCCTGTTCAACGATGCCAGA 4896 
(L1596) : YGSPQRRMGMSCSTMPE 

DNA: ATTTAGAAATTTAAAATTAATACATCATTCCCCAGCCTTAGTTTTGAGAGC 4 947 

(L1613) : FRNLKLIHHS PALVLRA 

DNA: ATATAGTAAAAATAATCCTGACATCCAGGGTGCTGATCCCACGGAAATGGC 4 998 

(L1630) : YSKNNPDIQGADPTEMA 

DNA : T AGAGATTT AGT T CATCTGAAAGAGT TT G T TGAGAACACAAATT TAGAAGA 504 9 

(L1647): RDLVHLKEFVENTNLEE 

DNA: AAAAATGAAAGTTAGGATTGCTATAAATGAAGCAGAGAAAGGACAACGGGA 5100 
(L1664): KMKVRIAINEAEKGQRD 

DNA : T AT AGT CT T TGAACT AAAAGAGATGACT AG ATT TT ATCAGGT TT GCT AT GA 5151 
(L1681): IVFELKEMTRFYQVCYE 

DNA: GTATGTCAAATCTACAGAACACAAGATAAAAGTCTTCATTCTCCCGACAAA 5202 
(L1698) : YVKSTEHKIKVFILPTK 

DNA: ATC AT ACACAACAACAGAT T TCTGT TCACT CAT GCAGGGGAATTTAATAAA 5253 
(L1715) : SYTTTDFCSLMQGNLIK 

DNA: AGATAAAGAG T GG TACACAGTTCACTACCTAAAACAGATATTGTCTGGT GG 5304 
(L1732) : DKEWYTVHYLKQILSGG 

DNA: CCATAAAGCCATAATGCAGCATAATGCCACTAGTGAGCAAAATATTGCTTT. 5355 
(L1749) : HKAIMQHNATSEQNIAF 

DNA : T GAG TGT TT CAAAT TAAT T ACCCATT T TGCAGACTCAT TCATAGAT T CAT T 5406 
(L1766) : ECFKLITHFADSFIDSL 

DNA : ATCTAGGTCAGCTTTTTTGCAGTTGATAAT AGATGAATTCAGTTATAAAGA 54 57 

(L1783): S RSAFLQLII DEFSYKD 

DNA : TGT GAAGGTTAGCAAACT T TATGACAT AAT AAAGAATGGGTATAATCGAAC 5508 
(L1800) : VKVSKLYDI I KNGYNRT 

DNA : TGACTTCATACCATTGCTTTTTAGAACTGGCGATTTAAGACAAGCTGACTT 5559 
(L1817) : DFI PLLFRTGDLRQADL 
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DNA : AGACAAGT ATGATGC T AT GAAAAGTCATGAGAGGGTTACATGGAATGAT TG 5610 
(L1834): DKYDAMKSHERVTWNDW 

DNA: GCAAAC AT CT CGT C ACTTGGACAT GGGCTCAATTAATCTAACAATAACCGG 5661 
(L1851) : QTSRHLDMGSINLTITG 

DNA: TT ACAAT AGAT C AAT AACAATAAT CGGAGAAGAT AACAAATTGACAT ATGC 5712 
(L1868) : YNRS ITIIGEDNKLTYA 

DNA : AGAAT TAT GTCT GACT AGGAAAACTCCT G AGAATATAACTATAAGTGGCAG 5763 
(L1885) : ELCLTRKTPENITISGR 

DNA: AAAATTGCTAGGTGCAAGGCATGGACTTAAATTTGAAAATATGTCCAAAAT 5814 
(L1902) : KLLGARHGLKFENMSKI 

DNA : CCAAACAT ACCCAGGCAATTATT ATATAACAT ATAGAAAGAAAGATCGCCA 5865 
(L1919) : QTYPGNYYITYRKKDRH 

DNA : CCAG T T TGTAT ACCAG AT ACATTCTCATGAAT CAATAACAAGGAGGAAT G A 5916 
(L1936) : QFVYQIHSHESITRRNE 

DNA: AG AGCAT AT GGCT AT C AGGACCAG AAT AT ACAATGAAAT AACTCCAGT AT G 5967 
(L1953) : EHMAI RTRIYNEI TPVC 

DNA: TGTAGT TAACGT TGCAGAGGTGGATGGGGACCAACGTATATTGATAAGATC 6018 
(L1970) : VVNVAEVDGDQRILIRS 

DNA: TTTAGACTATCTAAATAATGATATATTTTCTCTTTCAAGGATTAAAGTCGG 6069 
(L1987) : LDYLNNDI FSLSRIKVG 

DNA : GCT TGACGAATT TGCAACAATAAAAAAAGCACACT T TAGT AAAAT GGT CTC 6120 
(L2004) : L D E FAT IKKAHFSKMVS 

DNA: ATTTGAAGGACCCCCAATTAAGACAGGGCTCCTCGACCTTACTGAATTGAT 6171 
(L2021) : FEGPPIKTGLLDLTELM 

DNA: GAAATCTCAAGAT T T GCTT AACCTTAATT ATGATAATAT AAGGAAT AGCAA 6222 
(L2038) : KSQDLLNLNYDNIRNSN 

DNA : CTTGATATCTTTTTCAAAATTGATTTGCTGTGAGGGGTCAGATAATATAAA 6273 
(L2055) :LXSFSKLIC'CEGSDNIN 

DNA: TG ATGGG T T AG AGT T T CT GT CCGATGACCCT AT GAACTTT AC AGAGGGT GA . 6324 

(L2072) : DGLEFLSDDPMNFTEGE 

DNA: AGCAAT AC AT T C AAC ACCGATCTT T AAT ATAT AT TACTCAAAAAGAG GAGA 6375 
(L2089) : AIHS TPIFNIYYSKRGE 

DNA : AAGACAT ATG ACAT ACAGGAATGCAATTAAATTACTGAT AGAAAGAGAAAC 6426 
(L2106) : RHMT YRNAIKLLIERET 

DNA: TAAGATT T T TGAAGAAGC T TTCACAT TCAG T GAGAATGGCTT CAT ATCGCC 6477 
(L2123) : KIFEEAFTFSENGFISP 
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DNA: AGAGAAT CT T GGT TGCT TAGAAGCAGT AGT ATCATT AATAAAATT GTTGAA 6528 
(L2140)*: ENLGCLEAVVSLIKLLK 

DNA: AACTAATGAGTGGTCCACAGTTATAGATAAATGTATTCATATATGTTTAAT 657 9 

(L2157)': TNEWSTVIDKCIHICLI 

DNA: AAAGAATGGTATGGATCACATGTACCATTCATTTGATGTCCCTAAATGTTT 6630 
(L2174): KNGMDHMYHS F D V P K C F 

DNA: TAT GGGGAATC CTATCACTAGAGACAT GAAT TG GAT GATGT T T AGAGAAT T 6681 
(L2191) ; MGNPITRDMNWMMFREF 

DNA : CATC AAT AGTT T ACCAGGGACAG ATAT ACCACCATGGAAT GT C ATGACAG A 67 32 

(L2208): INSLPGT .DIPPWNVMTE 

DNA: GAACT TCAAAAAGAAAT GT ATTGCTCT GATAAACTC TAAGT T AGAAACACA 6783 
(L2225): NFKKKCIALINSKLETQ 

DNA: GAGAGAT T T CT CAGAAT TCACTAAACT GATGAAAAAGGAAGGT GGGAGGAG 6834 
(L2242): RDFSEFTKLMKKEGGRS 

DNA : T AAT AT AGAAT T T GAT T AGT AGTT AT GAGTT T ACAGAGAACCT ACAATTAG 6885 
(L2259) : N I E F D # 

DNA: GCTATAAATTTGGGAGGGTTTTGGAAATTGGCTAAAATTCAAAAAGAGGGG 6936 
DNA: GAT T AACAGCAACT GT ATAAATT T GTAGAT AGGGGCAC ACTACT 6980 
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24 


60 


46 


AAGACAGTGGCACTGTGACCATAA 


3738 


25 


60 


44 


AAGACAGTGGCACTGTGAdCATAAT 


3738 


26 


60 


44 


AAGACAGTGGCACTGTGACCATAAT 


3738 


26 


60 


44 


AAGACAGTG GCACTGTGACC ATAAT 


3738 


25 


60 


44 


AAGACAGTGGCACTGTGACCATAAT 


3738 


26 


60 


44 


AAGACAGTGGCACTGTGACCATAAT 


3736 


25 


60 


44 


AAGACAGTGGCACTGTGACCATAAT 


3738 


25 


60 


44 


AAGACAGTGGCACTGTGACCATAAT 


3737 


24 


60 


50 


GAAGACAGTGGCACTGTGACCATA 


3737 


24 


60 


50 


GAAGACAGTGGCACTGTGACCATA 


. 3737 


24 


60 


60 


GAAGACAGTGGCACTGTGACCATA 


3737 


24 


60 


50 


GAAGACAGTGGCACTGTGACCATA 
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FIG. 5D 



- Forward Primer 



Start 


Length 


Tm 


%GC 


Primer 


3737 


24 


60 


60 


GAAGACAGY S0CACT6tcSACCiATA . 


3737 


24 


60 


50 


GAAGACAGTGGCACTGTGACCATA 


3737 


24 


. 60 


60 


gmgacagtggcactgtgacgXta 


3736 


25 


61 


48 


AGAAGACAGTGGCACTGTGACCATA 


3736 


25 


61 


48 


AGAAGACAGTGGCACTGTGACCATA 


3736 


25 


61 


48 


AGAAGACAGTGGCACTGTGACCATA 


3736 


25 


61 


48 . 


AGAAGACAGTGGCACTGTGACCATA 


VI wv 




61 


46 


AGAAGACAGTGGCACTGTGACCATA 




OR 


61 


48 


AGAAGACAGTGGCACTGTGACCATA 


Of oo 


JLv 


fi1 


48 


AGAAGACAGTGGCACTGTGACCATA 




O^l 


CO 


4 A 


AGACAGTGGCACTGTGACCATAA 






ro 

w 


Aft 


AGACAGTGGCACTGTGACCATAA 




^0 

zo 




An 
•w 


AGACAGTGGCACTGTGACCATAA 






CD 


An 


AGACAGTGGCACTGTGACCATAA 


ores' 


^O 


Aft 


to 


AGACAGTGGCACTGTGACCATAA 




<v 


68 


48 


AGACAGTGGCACTGTGACCATAA 




23 


5& 


48 


AGACAGTGGCACTGTGACCATAA 




24 


59 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


59 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


69 


46 


AGACAGTGGCACTGTGACCATAAT 


• 3739 


24 


59 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


59 


46 


AGACAGTGGCACTGTGACCATAAT 


* 3739 


23/ 


58 


46 


AGACAGTGGCACTGTGACCATAA 


3739 


23 


58 


48 


AGACAGTGGCACTGTGACCATAA 


•3739 


24 


69 


46 


AGACAGTGGCACTGTGACCATAAT 


* 3739 


23 


58 


48 


AGACAGTGGCACTGTGACCATAA 


3739 


24 


59 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


23 


58 


48 


AGACAGTGGCACTGTGAQGATAA 


3739 


23 


58 


48 


AGACAGTGGCACTGTGACCATAA 


3739 


23 


58 


48 


AGACAGTGGCAvTGTGAvWVTAA 


3739 


23 


58 


A tt 

48 




3739 


23 


58 


A O 

48 




man 

3739 


23 


00 


Aft 


AftAfiAri'TOGCACTQTGACCATAA 


*739 


23 


58 


48 


AGACAGTGGCACTGTGACCATAA 


3739 


23 


68 


48 


AGACAGTGGCACTGTGACCATAA 


3739 


23 


68 


48 


AGACAGTGGCACTGTGACCATAA 


3739 


23 


68 


48 


AGACAGTGGCACTGTGACCATAA • 


3739 


23 


68 


48 


AGACAGTGGCACTGTGACCATAA 


3739 


24 


60 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


23 


.68 


48 


AGACAGTGGCACTGTGACCATAA 


3739 


24 


69 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


69 


40 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


59 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


23 


68 


48 


AGACAGTGGCACTGTGACCATAA 


3739 


23 


58 


48 


AGACAGTGGCACTGTGACCATAA 
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FIG. 5E 

Forward Primer 



ISrt Length Tin Primer 





ST 


59 


46 


AGAcAgTggCACTGYGACCAtAAt 




CO 


eft 




AGACAGTGGCACTGTGACCATAA 


3739 


Zo 






AnAPAOTCSAnAfiTGTGACCATAA 


3739 


23 


56 


4o 


AOApA ftTftfi A OTfVTO Ann ATAA 


3739 


24 


59 


46 


AAAAA ATflP f* A PT/iTrt A C*C* ATA AT 

AGAvAv5Tl3GLrAU 1 \3 1 s»AUU« 1 >v\ 1 


3739 


24 


59 


46 




3739 


23 


56 


48 


AGACAGTGGCAOTGTGACCATAA 


3739 


24 


59 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


59 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


59 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


59 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


69 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


59 




AGACAGTGGCACTGTGACCATAAT 


3739 


24 




46 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


69 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


69 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


59 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 
3739 


24 


59 


46 


AGACAGTGGCACTGTGACCATAAT 


24 


59 


46 


AGACAGTGGCACTGTGACCATAAT 


3739 


24 


69 


46 


AGACAGTGGCACTGTGACCATAAT 
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FIG. 5F 



Probe 



Start 


Length 


Tm 


%GC 


Probe 


• 1*36 


25 


70 


52 


CTGGGCCAH 1 1 IGAACCTCGGGAA 


1536 


23 


68 


57 


CTGGGCCAI 1 1 1 IGAACCTCGGG 


1636 


24 


69 


54 


CTGGGCCATTTTTGAACCTCGGGA 


1548 


25 


70 


48 


TGAACCTCGGGAATTGCCAAAAGCA 


1534 


24 


68 


54 , 


CACTGGGCCAI 1 1 1 IGAACCTCGG 


1532 


26 


70 


52 


TGCACTGGGCCATTTTTGAACCTCG 


1535 


24 


68 


54 


ACTGGGCCATTTTTGAACCTCGGG 


1534 


25 


70 


56 


CACTGGGCCATTTTTGAACCTCGGG 


1537 


23 


69 


52 


TGGGCCA7TTTTGAACCTCGGGA 


1535 


26 


70 


52 


ACTGGGCCATTTTTGAACCTCGGGA 


1537 


26 


69 


48 


TGGGCCAI 1 1 1 1 GAACCTCGGGAAT 


1637 


24 


70 


50 


TGGGCCATTTTTGAACCTCGGGAA 


961 


24 


69 


58 


OATGTGCAAGTCGAAAGGGCCTGC 


963 


23 


70 


57 


TGTGCAAGTCGAAAGGGCCTGCA 




25 


71 


56 


TCATGTGCAAGTCGAAAGGGCCTGC 


960 


24 


68 


54 


TCATGTGCAAGTCGAAAGGGCCTG 


962 


24 


69 


54 


ATGTGCAAGTCGAAAGGGCCTGCA 


963 


23 


70 


57 


TGTGCAAGTCGAAAGGGCCTGCA 


960 


24 


68 


54 


TCATGTGCAAGTCGAAAGGGCCTG 


960 


25 


71 


56 


TCATGTGCAAGTCGAAAGGGCCTGC 


962 


24 


69 


54 


ATGTGCAAGTCGAAAGGGCCTGCA 


961 


24 


69 


58 


OATGTGCAAGTCGAAAGGGCCTGC 


962 


24 


69 


54 


, ATGTGCAAGTCGAAAGGGCCTGCA 


963 


'23 


70 


57 


TGTGCAAGTCGAAAGGGCCTGCA 


960 


24 


68 


54 


TCATGTGCAAGTCGAAAGGGCCTG 


960 


25 


71 


56 


TCATGTGCAAGTCGAAAGGGCCTGC 


961 


24 


.69 


58 


CATGTGCAAGTCGAAAGGGCCTGC 


962 


24 


69 


54 


ATGTGCAAGTCGAAAGGGSCTGCA 


960 


24 


68 


54 


TCATGTGCAAGTCGAAAGGGCCTG 


961 


24 


69 


58 


CATGTGCAAGTCGAAAGGGCCTGC 


963 


23 


70 


57 


T C3 T GCAAGTCvAAAGooOv/ 1 bOA 


AAA 


OR 

do 


71 






OA? 


OA 






ATfiTrtnAArtTnGAAAGGCaCCTGCA 


960 


24 


66 


64 


TCATGTGCMGTCGAAAGGGCCTG 


860 


25 


71 


56 


TCATGTGCAAGTCGAAAGGGCCTGC 


863 


23 


70 


67 


TGTGCAAGTCGAAAGGGCCTGCA 


861 


24 


69 


68 


CATGTGCAAGTCGAAAGGGCCTGC 


860 


24 


68 


64 


TCATGTGCAAGTCGAAAGGGCCTG 


862 


24 


69 


64 


ATGTGCAAGTCGAAAGGGCCTGCA 


861 


24 


69 


68 


CATGTGCAAGTCGAAAGGGCCTGC 


863 


23 


70 


67 


TOTGCAAGTCGAAAGGGCCTGCA 


860 


25 


71 


56 


TCATGTGCAAGTCGAAAGGGCCTGC 


860 


' 25 


71 


56 


TCATGTGCAAGTCGAAAGGGCCTGC 


862 


24 


69 


64 


ATGTGCAAGTCGAAAGGGCCTGCA 


860 


24 


68 


64 


TCATGTGCAAGTCGAAAGGGCCTG 
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FIG. 5G 

Probe 



Start 


Length 


Tm 


%QC 


Probe 


1 RH — 

WW 1 




69 


58 


CATGTGCAAGTCGAAAGrSG^CTG'fV ' " " " " 






70 


*57 • 








/u 


OO 


TA A/TTSf^AriA A^/^^2Tr i ATr2r*Ar*r»p 
1 AAOOOOAoAMVJoy 1 OA 1 oUACrOlj 


3852 


21 


69 


67 


CCGCAGAAGGGTCATGCACCG 


3850 


23 


••A 

70 


61 


AACCGCAGAAGGGTCATGCACCG 


3848 


25 


69 


56 


ATAACCGCAGAAGGGTCATGCACCG 


3855 


23 


68 


61 


CAGAAGGGTCATGCACCGGCTGT 


3853 


21 


69 


67 


CGCAGAAGGGTCATGOACCGG 


3851 


22 


69 


64 


ACCGCAGAAGGGTCATGCACCG 


3850 


23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 


3852 


21 


69 


67 


CCGCAGAAGGGTCATGCACCG 


3848 


25 


69 


56 


ATAACCGCAGAAGGGTCATGCACCG 


3851 


22 


69 


64 


ACCGCAGAAGGGTCATGCACCG 


3849 


24 


70 


58 


TAACCGCAGAAGGGTCATGCACCG 


3853 


21 


69 


67 


CGCAGAAGGGTCATGCACCGG 


3855 


23 


68 


61 


CAGAAGGGTOATGCACCGGCTGT 


3855 


23 


68 


61 


. CAGAAGGGTCATGCACCGGCTGT 


3852 


21 


69 


67 


CCGCAGAAGGGTCATGCACCG 


3849 


24 


70 


58 


TAACCGCAGAAGGGTCATGCACCG 


3850 


.23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 


3853 


21 


69 


67 


CGCAGAAGGGTCATGCACCGG • 




OK 


AO 




ata Ao/^rs/^ArsA Ar-^rsTPATnr*^ fv*^ 


0V0 1 


■ 00 


AO 






3053 


21 


.69 


67 


CGCAGAAGGGTCATGCACCGG 


3855 


23 


68 


61 


CAGAAGGGTCATGCACCGGCTGT 


.3843 


25 


69 


56 


ATAACCGCAGAAGGGTCATGCACCG 


3849 


24 


70 


58 


TAACCGCAGAAGGGTCATGCACCG 


.3852 


21 


69 


67 


CCGCAGAAGGGTCATGCACCG 


■ 3850 


23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 


3851 


22 


69 


64 


ACCGCAGAAGGGTCATGCACCG 


3852 


? 1 


69 


67 


CCGCAGAAGGGTCATGCACOG 


3850 


23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 


3848 


25 


69 


56 


ATAACCGCAGAAGGGTCATGCACCG 


3851 


22 


69 


64 


ACCGCAGAAGGGTCATGCACCG 


3849 


24 


70 


58 


TAACCGCAGAAGGGTCATGCACCG 


3855' 


23 


68 


61 


CAGAAGGGTCATGCACCGGCTGT 


3853 


21 


69 


67 


CGCAGAAGGGTCATGCACCGG 


3850 


23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 


3865 


23 


68 


61 


CAGAAGGGTCATGCACCGGCTGT 


' 3849 


24 . 


70 


68 


TAACCGCAGAAGGGTCATGCACCG 


3S48 


25 


69 


56 


ATAACCGCAGAAGGGTCATGCACCG 


3653 


21 


69 


67 


CGCAGAAGGGTCATGCACCGG 


3851 


22 


69 . 


64 


ACCGCAGAAGGGTCATGCACCG 


3852 


21 


69 


67 


CCGCAGAAGGGTCATGCACCG 


3649 


24 


70 


68 


TAACCGCAGAAGGGTCATGCACCG 
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FIG. 5H 

Prob© 



tart 


Length 


Tm 




Probe 


38fco 


531 — 




- 6 ^. 




OOO 1 




AO 
Oct 


Ail 


AUL/UUnu/V\lJblj I OA 1 bUAvv^ 


OD*tO 


OR 


AO 


AA 


A 1 AACOoOAWAAQGGTCATGCACCG 


qooo 
OOOxl 


Z1 




Of 


CCGCAGAAGGGTCATGCACCG 


3853 


21 


69 


67 


CG CAGAAG <3 GTCATGCACCGG 


3855 . 


23 


68 


61 


CAGAAGGGTCATGCACCGGCTGT 


3853 


21 


69 


67 


CGCAGAAG GGTCATG OACCGG 


3855 


23 


68 


61 


CAGAAGGGTCATGCACCGGiCTGT 


• 3848 , 


25 


69 


56 


ATAACCGCAGAAGGGTCATGCACCG 


3849 


24 


70 


58 


TAACCGCAOAAGGGTCATGCAOCG 


" 3852 


21 


69 


67 


CCGCAGAAGGGTCATGCACCG 


3850 


23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 


3851 


22 


69 


64 


ACCGCXAGAAGGGTCATGCACCG 


3853 


21 


69 


67 


CGCAGAAGC3GTCATGCACCGG 


3855 


23 


68 


61 


CAGAAGGGTCATGCACCGGCTGT 


3851 


22 


69 


64 


ACCGCAGAAGGGTCATGCACCG 


3848 


25 


69 


56 


ATAACCGCA.C3AAGGGTCATGCACCG 


3850 


23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 


3852 


21 


69 


67 


CCGCAGAASGGTCATGCACCG 


•3849 


24 


70 


58 


TAACCGCAOAAGGGTCATGCACCG - 


3850 


23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 




04 

d.% 


by 


O/ 


CGGAGAAGC5GTCATGCACCGG 


WW 




AO 

wo 


Aft 




3949 




70 


wo 




3652 


21 


69 


67 


CCGCAGAAGGGTCATGCACCG 


3661 


22 


69 


64 


ACCGCAG AAG G GTCATGCACCG 


3656 


.23 


68 


61 


CAGAAGGGTCATGCACCGGCTGT 


3851 


22 * 


69 


64 


ACCGCAGAAGGGTCATGCACCG 


3853 


21 


69 


67 


CGCAGAAGG GTCATGCACCGG 


3849 


24 


70 


68 


TAACCGCAGAAGGGTCATGCACCG 


3852 


21 


69 


67 


CCGCAGAAGGGTCATGCACCG 


3848 


' 25 


09 


56 


ATAACCGCAGAAGGGTCATGCACCG 


3850 


23 


70. 


61 


AACCGCAGAAGGGTCATGCACCG 


3855 


23 


68 


61 


CAGAAGGGTCATGCACCGGCTGT 


3853 


21 


69 


67 


CGCAGAAGG GTCATGCACCGG 


3852 


21 


69 


67 


CCGCAGAAGGGTCATGCACCG 


3848 


. 25 


69 


56 


ATAACCGCAOAAGGGTCATGCACCG 


3849 


24 


70 


58 


TAACCGCAGAAGGGTCATGCACCG 


3856 


23 


68 


61 


CAGAAGGGTCATGCACCGGCTGT 


3651 


22 


69 


64 


ACCGCAGAAGGGTCATGCACCG 


3850 


23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 


3851 


22 


69 


64 


ACCGCAGAAGGGTCATGCACCG 


3855 


23 


68 


61 


CAGAAGGGTCATGCACCGGCTGT 


3849 


24 


70 


58 


TAACCGCAGAAGGGTCATGCACCG 


3850 


23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 
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FIG. 51 



Probe 



Start 


Length 


Tm 


%QC 


Probe 


3848 


HE 


69' 


• fed 


ATMCCGCAlGAagggTcatgcACcG 


3663 


21 


69 


67 


CGCAGAAGGGTCATGCACCGG 


3662 


21 


69 


67 


CCGCAGAAGGGTCATGCACCG 


3649 


24 


70 


58 


TAACCGCAGAAGGGTCATGCACCG 


3860 


23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 


3851 


22 


69 


64. 


ACCGCAGAAGGGTCATGCACCG 


3848 


25 


69 


56 


ATAACCGCAGAAGGGTCATGCACCG 


vOi/y 


^.o 


vU 


u 1 






91 


UO 


fi7 




often 




Oy 


fi7 




3850 


23 


7Q 


Ol 


A A AAA A AT/IP A 

AAGCGCAQAAGGGTCATGCACGo 


OOOl 




oy 


04 




9oo2 


21 


oy 


o7 




oft>i n 




oy 


00 




«H)90 


/o 


An 
00 


O 1 






9^ 




DO 






9*1 






CftCArtAAteAfTTfiATGCACCGG 


3848 


25 


69 


56 


ATAACCGCAGAAGGGTCATGCACCG 


3855 


23 


68 


61 ' 


CAGAAGGGTCATGCACCGGCTGT 


3850 


2a 


70 


61 


AACCGCAGAAGGGTCATGCACCG 


3851 


22 


69 


64 


ACCGCAGAAOGGTCATGCACCG 


3849 


24 


70 


58 


TAACCGCAGAAGGGTCATGCACCG 


3848 


25 


69 


56 


ATAACCGCAGAAGGGTCATGCACCG 


3849 


24 


70 


58 


TAACCGCAGAAGGGTCATGCACCG 


3852 


21 


69 


67 


CCGCAGAAGGGTCATGCACCG 


3853 


21 


69 


67 


CGCAGAAGGGTCATGCACCGG 


3853 


21 


69 


67 


CGCAGMGGGTCATGCACCGG 


3852 


21 


69. 


67 


CCGCAGAAGGGTCATGCACCG 


. 3851 


22 


69 


64 


ACCGCAGAAGGGTCATGCACCG 


3855 


23 


68 


61 


CAGAAGGGTCATGCACCGGCTGT 


3855 


23 


68 


61 


CAGAAGGGTCATGCACCGGCTGT 


3853 


21 


on 


67 




often 
385U 


**** 
23 


70 


Ol 




3852 


21 


69 


67 


CCGCAGAAGGGTCATGCACCG 


3850 


23 


70 


61 


MCCGCAGAAGGGTCATGCACCG 


3851 


22 


69 


64 


ACCGCAGAAGGGTCATGCACCG 


3849 


24 


70 


58 


TAACCGCAGAAGGGTCATGCACCG 


3848 


26 


69 


66 


ATAACCGCAGAAGGGTCATGCACCG 


3855 


23 


68 


6 1 . 


CAGAAGGGTGATGCACCGGCTGT 


3855 


23 


68 


61 


CAGAAGGGTGATGCACCGGCTGT 


3850 


23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 


3849 


24 


70 


68 


TAACCGCAGAAGGGTCATGCACCG 


3851 


22 


69 


64 


ACCGCAGAAG GGTCATGCACCG 


3848 


25 


69 


66 


ATAACCGCAGAAGGGTCATGCACCG 


.3851 


22 


69 


64 


ACCGCAGAAGGGTCATGCACCG 
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FIG. 5J 

Probe 

Start Length Tift... %GC probe 





Hi 


69 


67 


CCGCAGAA6GdifcA*rt3cAcc6' 


3862 


21 


. -69 


67 




3849 


24 


rU 


vo 


T A A C\f* A A A f> (¥tf* A TVir» A /** /"i 


3660 


2^ 

Aw 


7H 
# w 


V 1 


AAUuv* v/\WAAOool CATGCACCG 




*4 


7U 


58 


TAACCGOAGAAGGGTCATGCACCG 


3848 


25 


69 


56 


ATAACCG CAGAAGGGTCATGCACCG 


3653 


21 


69 


67 


CGCAGAAGGGTCATGCACCGG 


3665 


23 


68 


61 


CAGAAGQGTCATGCACCGGCTGT 


3853 


. 21 


69 


67 


CGCAGAAGGGTCATGCACCGG 


3853 


21 


69 


67 


CGCAGAAGGGTCATGCACCGG 


3848 


25 


69 


56 


ATAACCG CAGAAGGGTCATGCACCG 


3852 


21 


69 


67 


CCGCAGAAGGGTCATGCACCG 


3651 


22 . 


69 


64 


ACCGCAGAAGGGTCATGCACCG 


3850 


23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 


3855 


23 


68 


61 


CAGAAGGGTCATGCACCGGCTGT 


3849 


24 


70 


58 


TAACCGOAGAAGGGTCATGCACCG 


3850 


23 


70 


61 


AACCGCAGAAGGGTCATGCACCG 


3852 


21 


69 


67 


CCGCAGAAGQGTCATGCACCG 


3851 


22 


69 


64 


ACCGCA3AAGGGTCATGCACCG 


3853 


21 


69 


67 


CGCAGAAGGGTCATGCACCGG 
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FIG, 5K 



Revered PHmer Ampflcon 





Length 


Tm 


%GC. 


Primer 


Length 


tm 


%GC, 


Ta 


Penalty 


1 VfcV 


«v 


68 


• — 4b 


AGTCCCTTTAACTQAaTTdcMTQT 1 


TBI 


77~~ 


AA 
*r*r 


g7~ 


fTo — ■ 


4A9A 


zo 


WO 




AGTCCGTTTAACTf^GTlTGCAATGT 




77 


AA 


<rr 
Of 


H A 


1620 


or 

Zo 


oo 


An 




ID 1 


77 


44 


Of 


11.0 


1620 


26 


58 


40 


AGTCGGTTTAACTGAGTTGGAATGT 


101 


77 


44 


67 


11.0 


1020 


26 


58 


40 


AGTCC CTTTAAC7GAGTTGCAATGT 


161 


77 


44 


67 


11.0 


1620 


26 


58 


40 


AGTCCCTTTAACTT3AGTTPCAATGT 


161 


77 


44 


57 


11.0 


1620 


26 


68 


40 


AGTCCCTTTAACTQAGTTGCAATGT 


161 


77' 


44 


67 


11,0 


1620 


26 


58 


40 


AGTCCCTTTAACTOAGTTGCAATGT 
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213.0 


192 


75 


38 


65 


213.0 
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FIG. 50 



Revere© Primer Ampllcon 



start 


Length 


Tm 


"TO ' 


Primer 


Length 


" f m 


%GC 


Ta 


penalty ~~ 


-TO" 


±i 


as 


43 


TcAATTGTdGTGYGCAACQtT " 


1o£ ' 




"3& 




— "2l3h" — 


3930 


24 


60 


36 


TC AATTGTG GTGTG CAACGTTAAT 


192 


76 


oo 




oil n 


3930 


24. 


60 


38 


TCAATTGTGGTGTGCAACGTTAAT 


■ 


7/5 


OO 


JSC 

OO 


21 3.0 


3930 


24 


60 


38 


TCAATTQTGGTGTGCAACriTTAAT 




io 


38 


55 


213.0 


3930 


2a 

&w 


ftO 


OS? 


ti** A ATTftTra /axranr/'ar* a ArftTTA a 

1 1 Ibl ov? 1 W 1 \>V»MAvV> 1 1 /v\ 


192 


75 


38 


55 


213.0 






• An 


*>tf 


lOAA! 1 U l 1 o vAAuGTTAA 


192 


76 


38 


55 


213.0 




Z4 


50 


38 


TCAATTGTGGTGTGCAACGTTAAT 


192 


75 


38 


55 


213.0 


3930 


21 


59 


43 


TC AATTGTG GTGTGCAACGTT 


■ Vit 


f O 


if* 


o£> 


213.0 


3930 


21 


59 


4^ 


TC AATTGTG GTGTGCAACGTT 


192 


76 


38 


55 


. 213.0 


3930 


23 


60 


39 


TCAATTGTG GTGTGCAACGTTAA 


192 


75 


38 


55 


213.0 


3930 


21 


59 


43 


TCAATTGTGGTGTGCAACGTT 


192 


76 


38 


55 


213.0 


3930 


23 


60 


39 


TCAATTGTGGTGTGCAACGTT AA 


192. 


75 


38 


66 


213.0 


3930 


23 


60 


. 39 


TCAATTGTGGTGTGCAACGTT AA 


192 


76 


38 


. 55 


213.0 . 


3930 


23 


60 


39 


TCAATTGTGGTGTGCAACGTTAA 


192 


75 


38 


55. 


' 213.0 


3930 


. 24 


60 


38 


TCAATTGTGGTGTGCAACGTTAAT 


192 


76 


38 


55 


.214.0 


3930 


24 


60 


38 


TCAATTGTGGTGTGCAACGTTAAT 


192 


75 


38 


66 


214.0 


3930 


24 


60 


38 


TCAATTGTGGTGTGCAACGTTAAT 


192 


75 


38 


55 


214.0 


3930 


24 


60 


38 


TCAATTGTGGTGTGCAACGTTAAT 


192 


75 


38 


66 


214.0 


3930 


24 


60 


38 


TCAATTGTGGTGTGCAACGTTAAT 


192 


75 


38 


55 


214.0 


3930 


24 

* 


60 


38 


TCAATTGTGGTGTGCAACGTTAAT * 


192 


75 


38 


55 


214.0 
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FIG. 6A 



Forward Primer 



Start 


Length 


Tm 


%GC 


Primer 


420 


23 


58 


48 


gtctcAgcacgAgttgatcAgM 


421 


23 


58 


48 


TCTCAvGCACGAGTTGATCAGAAC 


422 


* 23 


59 


48 


CTCAGCACGAGTTGATCAGAACA 


423 


23 


60 

WW 


43 


TCAGCACGAGTTGATCAGAACAA 


654 




fi1 

W 1 


£0 

WW 


TCTArtrinonTnAr»PATTArtAAT 

1 w 1 nL/vvUw I wAvvn 1 t UwMn 1 


BRA 


A£m 


Q 1 


WW 




fO 


OA ' 


M 
Dl 


•to 


w\v? 1 to 1 VAA 1 13 1 Ovp vjA 1 1 1 bwTOTT 


Aid 


24 


59 


AO 

4o 


AGTCTvJAGCACGAGTTGATCAGAA 


.420 


24 


59 


50 


GTCTCAGCACGAGTTGATCAGAAC 


421 


24 


61 


46 


TCTCAwGCACGAGTTGATCAGAACA 


422 


24 


60 


46 


CTCA(3CACGAGTTGATCAGAACAA 


422 


23 


59 


48 


CTCAGCACGAGTTGATCAGAACA 


423 


23 


60 


43 


TCAGOACGAGTTGATCAGAACAA 


423 


22 


58 


45 


TCAGCACGAGTTGATCAGAACA 


654 


21 


61 


52 


TCTAC^CCGCTGACCATTGGAA 


©54 


21 


61 


52 


TCTAOCCGCTGACCATTGGAA 


556 


22 


62 


50 


TACCCGCTGACCATTGGAATTC 


TOO 


22 


62 


50 


TACCCGCTGACCATTGGAATTC 


xo 


*% A 


61 


46 


CAAGAGTGTGATGTCGGATiyGGT 


f «5 


oil 


oy 


AO. 


A AAA fyr/^T/^ A T/lTr*/i/l ATT'l/^ftT 

A/\w\Q» 1 W\I Gl UbuATTTGwT 


f w 




Ol 


A& 

•to 


a irsxr^Tra ATmr^n/^ attt/s /iTniT 
vj/Ao I v_d 1 uA 1 o 1 UobA 1 1 1 V90 1 V3 1 1 


"136 






4ft 
•to 


rtHTn ATnnARttOTATATf5r5 A HTT 
ww 1 1 UunuOU 1 r\ 1 A\ I Uwnv 1 1 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48- 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


. 23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


. 136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


. 58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


68 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


68 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


68 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 
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FIG. 6B 



Forward Primer 



Start 


Length 


~Tm 


%GC 


Printer 


1*4ft 
lOO 




An 
Od 


40 


1 ISA 1 UUAWWa 1 A 1 A 1 UOAC 1 1 


4 OA 

• loo 


23 


CO 

oo 


AO 

48 


CCTGATGCAGGGTATATGGACTT 


loo 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT ■ 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48. 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 . 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


. 136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGT ATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


13o 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


loo 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


loo 


23 


tzo 
DO 


48 


CCTGATGCAGGGTATATGGACTT 


1 w 






HO 


Pr 1 !'/^ A fV>/JTATA t rr»P A ATT 


136 


23 


58 


48 


ww 1 w/n 1 w wnO w w 1 r\ 1 A\ 1 \9\9r\\* 1 1 


136 


23 


58 


4§ 


CCTGATGCAftGGTATATGGACTT 


136 


23 


58 


' 48 


CXJTGVVrGCAGGGTATATGGACTT 


136 


23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


136 


"23 


58 


48 


CCTGATGCAGGGTATATGGACTT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


69 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 
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FIG. 6C 

Forward Primer 



Start Length Tin 5155 Primer 



141 


24 


59 


46 


tgcagggstatatggacttcYgtgt™ 


141 


24 


59 


46 


JGCAGGGSTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGG8TATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGsTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGaTATATGQAC I inmTGT 


141 


24 • 


59 

WW 


46 


TGnAGGteTATATOftACTTl^TATAT 


141 


24 


cq 


Aft 


1 OUnOOO* 1 Al nl V9V2Mvr 1 lUlOlul 


141 


DA 


oy 


AfS 




141 


OA * 


oy 


40 


1 UUAirolav 1 A 1 A 1 vjoAUI ICTGTGT 


AAA 
14 1 


44 




AG 


TGCAGGC^TATATGGACTTCTGTGT 


AAA 
141 


jlA 


59 


46 


TGCAGGCS TATATGGACTTCTGTGT 


AAA 

,141 


44. 


en 


ACS. 

46 


TGCAGGGTATATGGACTTCTGTGT 


AAA 

i4i 




CO 


46 


TGCAGGGTATATGGACTTCTGTGT 


AAA 
1«»1 


44 


oy 


Ar+ 

4o 




141 




oy 


AG 

40 


I oUAovjC^ 1 A 1 Al boAUl ICTGTGT 


AAA 


Oil 


oy 


4o 


1 GCAGGGI TATATGGACTTCTGTGT 


141 


OA 


o%j 




T«/> A Hifif^T ATATltSfi A PT T^TYyTV^T 
1 ovMouv^ 1 A 1 A 1 bbAt» 1 1 0 1 la 1 la» 1 


141 


94 




APi 


TR Af5fViTATATnif5 A OTTr*Tf2TY^T' 


141- 


24 


59 






141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


■ 46 


TGCAGGGITATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGiTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGITATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGiTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGITATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGITATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATG.GACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


A- A A 

141 


24 


59 


46 


TGCAGGGiTATATGGACTTCTGTGT 


AAA 

141 


#% A 

24 


59 


•46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGOAGGGTATATGGACTTCTGTGT 


141 


24 


69 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46' 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


141 


24 


59 


46 


TGCAGGGTATATGGACTTCTGTGT 


415 


24 


59 


50 


GATGAGTCTCAGCACGAGTTGATC 


418 


25 


61 


48 


GAGTCTCAGCACGAGTTGATCAGAA 


419 


25 


60 


48 


AGTCTCAGCACGAGTTGATCAGAAC 


419 


24 • 


59 


46 


AGTCTCAGCACGAGTTGATCAGAA 
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FIG. 6D 

Forward Primer 



start . Length Tin 5555 — Primer ~ 


421 




oa 


60 


GTCTCAGCAOGAG ITGATCAgAAC ~ ~ 


24 


61 


46 


TCTCAGCACGAGTTGATCAGAACA 


422 


24 


60 


46 


CTCAGCACGAGTTGATCAGAACAA 


422 


23 


59 


48 


CTCAGCACGAGTTGATCAGAACA 


423 


23 


60 


43 


TCAGCACGAGTTGATCAGAACAA 


654 


20 


60 


85 


TCTACCCGCTGACCATtGGA 


554 


20 


60 


55 


TCTACCCGCTGACCATTGGA 


655 


21 


60 


52 


CTACCCGCTGACCATTGGAAT 


555 


21 


60 


52 


CTACCCGCTGACCATTGGAAT 


660 


21 


60 


48 


CGCTGACCATTGGAATTCACA 


560 


21 


60 


48 


CGCTGACCATTGGAATTCACA 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTn 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTP 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


.136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50- 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50 


CCTGATGCAGGGTATATQGACTTC 


136 


24 


60 


50 : 


CCTGATGCAGGGTATATGGACTTC 


IwO 


Z4 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


136 

1 WW 


OA. 


en 
OU 


50 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


«n 
ou 


rn 
vv 


OGTOATGCAGGGTATATGGACTTC 


136 


24 


60 

WW 


en 

w 


w 1 bA 1 oUAGvSGTATATGGACTTC 


136 


24 


60 


50 


CCTC3 ATfiP A ftJfVTAT ATA A A f^TTr* 
i V3r\ 1 oUMouu 1 Al Ml obAU 1 1 U 


136 


24 


60 


50 


CCTQAT/SnAnnrtTATATftQAOTfr* 


136 


24 


60 


60 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


136 


24 


60 


50 


CCTGATGCAGGGTATATGGACTTC 


.140 


25 


.69 


44 


ATGCAGGGTATATGGACTTCTGTGT 


140 


25 


59 


44 


ATGCAGGGTATATGGACTTCTGTGT 


140 


25 


69 


44 


ATGCAGGGTATATGGACTTCTGTGT 


140 


25 


59 


44 


ATGCAGGGTATATGGACTTCTGTGT 


140 


25 


59 


44 


ATGCAGGGTATATGGACTTCTGTGT 


140 


25 


69 


44 


ATGCAGGGTATATGGACTTCTGTGT 


140 


25 


59 


44 


ATGCAGGGTATATGGACTTCTGTGT 


140 


25 


59 


44 


ATGCAGGGTATATGGACTTCTGTGT 
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FIG. 6E 

Forward Primer 

6tart Length Tm %GC Primer — ' 



5e — B§ 44 AtgCAggu'j A I A i ggA6ttctgtgt 

140 25 69 44 ATGCAGGGTATATGGACTTCTGTGT 

140 26 59 44 ATGCAGGGTATATGGACTTCTGTGT 

140 25 59 44 ATGCAGGGTATATGGACTTCTGTGT 

140 26 69 44 ATGCAGGGTATATGGACTTCTGTGT 

I 40 25 69 44 ATGCAGGGTATATGGACTTCTGTGT 

140 26 69 44 ATGCAGGGTATATGGACTTCTGTGT 

140 25 69 44 ATGCAGGGTATATGGACTTCTGTGT 

140 25 59 44 ATGCAGGGTATATGGACTTCTGTGT 

140 26 69 44 ATGCAGGGTATATGGACTTCTGTGT 

140 25 59 44 ATGCAGGGTATATGGACTTCTGTGT 

140 2 6 59 44 ATGCAGGGTATATGGACTTCTGTGT 

140 26 59 44 ATGCAGGGTATATGGACTTCTGTGT 

140 26 59 44 ATGCAGGGTATATGGACTTCTGTGT 

140 25 69 44 ATGCAGGGTATATGGACTTCTGTGT 

140 25 59 44 ATGCAGGGTATATGGACTTCTGTGT 

140 25 59 44 ATGCAGGGTATATGGACTTCTGTGT 

140 25 69 44 ATGCAGGGTATATGGACTTCTGTGT 

140 26 59 44 ATGCAGGGTATATGGACTTCTGTGT 

140 26 59 44 ATGCAGGGTATATGGACTTCTGTGT 
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FIG. 6F 



'Probe 



Start 


Length 


Tm 


%GC 


Probe 


474" 


25 


71. 


60 


TGGTGTAGGATGGGACAGTGGGCCA 


474 


25 


71 


60 


TGGTGTAGGATGGGACAGTGGGCCA 


474 


25 


71 


60 


TGGTGTAGGATGGGACAGTGGGCCA 


474 


26 


71 


60 


TGGTGTAGGATGGGACAGTGGGCCA 


684 


25 


69 


52 


TCAAGCAAGGCATGATGGACCCTCA 


685 


25 


69 


52 


CAAGCAAGGCATGATGGACCCTCAA 


105 


25 


69 


48 


TGTCGCATCAACAGGTGCAAATGGA 


474 


25 


71 


60 


TGGTGTAGGATGGQACAQTQ(nrifinA 

■ ww i w i /Aww/> I vvwAwnv? 1 W w wwwrA 


474 


25 


71 


60- 


TGGTfiTAfifi ATOf^fS Af* ArtTfSfS CZClCl A 
l ww 1 w 1 nvVJA 1 VJOwAvAw 1 UUIOv/vn 


474 


OR 


71 


fin 


1 OV3 1 13 1 /AwwAS 1 wwwAwA*0 I w wwvswM 


474 
4#*t 


OR 


74 


Aft 


1 ww 1 w 1 AwwA 1 obbAUAw 1 bobU/A 


474 


OR 


74 


Aft 


1 wVj 1 w 1 Abbn 1 bbwAOAVj 1 bbbOOA 




OR 


n 




1 Ow Ibl AbbA I bbbAUAwTbSGCCA 




OR 


*74 
#1 


OU 


1 ww Ibl Aw bA 1 bbbAOAo 1 bbbl»UA 




-OR 


AO 


oz 


aaa nr^ a a nnr* a t/2 at/^/2'a /*v/^ot/ n a a 
UMbOAAbbbA 1 bA 1 bbAU/bl OAA 


£84 


OR 


AQ 

OS* 


RO 


tv>a a /2r* a a nrspATft &T^r^ a pp^t/^ a 
1 bAAbV/AAbbbA 1 bA 1 boAbbb 1 OA 


685 


OR 


AS) 


RO 


pa Anr»A Ara^PAmAm/^ Ar>r>/vrr» a a 

Vr/V\vaV/V\V30wA\ 1 wr\ 1 uOrAvb v> I V^/V\ 


584 


SZm\J 




R9 


TC AA CtCt A AfSrariATfS ATf2r2 A rrf*TP A 
I wA\r\ O wr\A\ w w wrV 1 w/\ 1 VJOAUuU 1 OA 


105 


25 


69 


48 


TGTnfiCATCAAriAfiftTftOAAATr2r3A 


105 


25 


69 


48 


TGTCGCATCAACAGGTGCAAATGGA 


105 


25 


69 


48 


TGTCGCATCAACAGGTGCAAATGGA 


215 


. 23 


72 


61 


ATGCCGCAAAGGCCAAGGCTGCT 


215 


21 


69 


62 


ATGCCGCAAAGGCCAAGGCTG 


218 


22 


69 


. 64 


CCGCAAAGGCCAAGGCTGCTCT 


218 


•24 


71 


63 


CCGCAAAGGCCAAGGCT<3CTCTCT 


213 


2t 


69 


62 


CAATGCCGCAAAGGCCAAGGC 


212 


22 


71 


59 


TCAATGCCGCAAAGGCC/\AGGC 


213 


23 


.72 


61 


CAATGCCGCAAAGGCCAAQGCTG 


224 


22 


70 


68 


AGGCCAAGGCTGCTCTCTCGCG 


223 


24 


71 


. 63 


AAGGCCAAGGCTGGTCTGTCGCGT 


227 


24 


68 


• 63 


CCAAGGCTGCTCTCTCGCGTAAGC 


219 


23 


69 


61 


CGCAAAGGCCAAGGCTGCTCTCT 


221 


24 


70 


63 


CAAAGGCCAAGGCTGCTCTCTCGC 


224 


24 


70 


63 


AGGCCAAGGCTGCTCTCTCGCGTA 




25 


71 


60 


AAAGGCCAAGGCTGCTCTCTCGCGT 


211 


23 


71 


61 


CTCAATGCCGCAAAGGCCAAGGC 


206 . 


23 


69 


67 


TCTTCCTCAATGCCGCAAkAGGCC 


207 


23 


70 


67 


CTTCCTCAATGCCGCAA/VGGCCA 


206 


24 


71 


54 


TCTTCCTCAATGCCGCAA*AGGCCA 


205 


. 25 


72 


52 


TTCTTCCTCAATQCCGCA-AAGGCCA 


203 


25 


69 


52 


TCTTCTTCCTCAATGCCGCAAAGGC 


204 


25 


70 


56 


CTTCTTCCTCMTGCCGCAAAGGCC 


205 


24 


70 


54 


TTCTTCCTCMTGCCGCAAAGGCC 


209 


23 


70 


67 


TCCTCAATGCCGCAAAGGCCAAG 


210 


23 


71 


61 


CCTCAATGCCGCAAAGGCCAAG6 
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FIG. 6G 

'Probe 

Start Length Tm V.oc 1 pFSEe 



209 


21 


69 


57 


tCcTcAAYGcCGCAMGGCCA 


208 


23 


70 


52 


TTCCTCAATGCCGCAAAGGCCAA 


207 


26 


71 


56 


CTTCCTCAATGCCGCAAAQGCCAAG 


213 


22 


70 


59 


CAATGCCGCAAAGGCCAAGGCT 


218 


21 


69 


67 


CCGCAAAGGCCAAGGCTGCTC 


212 


23 


71 


57 


TCAATGCCGCAAAGGCCAAGGCT 


208 


26 


72 


52 


TCTTCCTCAATGCCGCAAAGGCCAA 


216 


22 


* 72 


64 


ATGCCGCAAAGGCCAAGGCTGC 


214 


22 


70 


59 


AATGCCGCAAAGGCCAAGGCTG 


216 


20 


68 


65 


TGCCGCAAAGGCCAAGGCTG 


211 


24 


71 


58 


CTCAATGCCGCAAAGGCCAAGGCT 


208 


24 


70 


54 


TTCCTCAATGCCGCAAAGGCCAAG 


208 


22 


69 


55 


TTCCTCAATGCCGCAAAGGCCA 


207 


24 


70 


54 


CTTCCTCAATGCCGCAAAGGCCAA 


209 


22 


69 


55 


TCCTCAATGCCGCAAAGGCCAA 


210 


22 


68 


59 


CCTCAATGCCGCAAAGGCCAAG 


211 


22 


68 


59 


CTCAATGCCGCAAAGGCCAAGG 


224 


23 


70 


65 


AGGCCAAGGCTGCTCTCTCGCGT 


216 


21 


72 


67 


TGCCGCAAAGGCCAAGGCTGC 


227 


26 


70 


64 


CCAAGGCTGCTCTCTCGCGTAAGCC 


228 


26 


70 


60 


CAAGGCTGCTGTCTCGCGTAAGCCA 


229 


24 


68 


58 


AAGGCTGCTCTCTCGCGTAAGCCA 


224 


25 


70 


60 


AGGCCAAGGCTGCTCTCTCGCGTAA 


229 


26 


68 


60 


AAGGCTGCTCTCTCGCGTAAGCCAG 


223 


25 


70 


60 


AAGGCCAAGGCTGCTCTCTCGCGTA 


218 


23 


71 


65 


CCGCAAAGGCCAAGGCTGCTCTC 


219 


24- 


70 


63 


CGCAAAGGCCAAGGCTGCTCTCTC 


91 Q 
41a 


AA 

.22 


DO 


. 64 


CGCAAAGGCCAAGGCJGCTCTC 






7f\ 
/U 


AC 

DO 


AAGGCCAAGGCTGCTCTCTCGCG 


228 


24 


uo 


UO 


UAAboU 1 liu 1 U 1 CTX/C5oGTAAGGC 


222 


24 


71 


uo 




219 ■ 


22 


68 


64 


CSC AAA G GCC AA GG fYTG PT^TP 

v>wUrvv\V7UUvrV\V9V9w 1 V3w lulu 


216 


20 


69 


65 


TGCCGCAAAGGCCAAGGCTG 


218 


21 


69 


67 


CCGCAAAGGCCAAGGCTGCTC 


216 


22 


72 


64 


ATGCCGCAAAGGCCAAGGCTGC 


218 


23 


71 


65 


CCGCAAAGGCCAAGGCTGCTCTC 


214 


22 


70 


59 


AATGCCGCAAAGGCCAAGGCTG 


213 


22 


70 . 


59 


CAATGCCGCAAAGGCCAAGGCT 


223 


25 


70 


60 


AAGGCCAAGGCTGCTCTCTCGCGTA 


224 


23 


70 


65 


AGGCCAAGGCTGCTCTCTCGCGT 


224 


26 


70 


60 


AGGCCAAGGCTGCTCTCTCGCGTAA 


219 


24 


70 


63 


CGCAAAGGCCAAGGCTGCTCTCTC 


222 


24 


71 


63 


AAAGGCCAAGGCTGCTCTCTCGCG 


223 


23 


70 


65 


AAGGCCAAGGCTGCTCTCTCGCG 


206 


25 


72 


52 


TCTTCCTCAATGCCGCAAAGGCCAA 
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FIG. 6H 



% Probe 



Start 


Length 


Tin 


%GC 


Probe 




dZJL 


cii" 

DO 


So — 








TO 
lei 


DdZ 


1 IV/I 1 L>w 1 v//V\ 1 WaA>WW\UUvW\ 


204 


25 


70 


56 


CTTCTTCCTCAATGCCGCAAAGGCC 


206 


23 


69 


57 


TCTTCCTCAATGCCGCAAAGGCC 


206 


24 


71 


54 


TCTTCCTCAATGCCGCAAAGGCCA 


205 


24 


70 


54 


TTCTTCCTCAATGCCGCAAAGGCC 


211 


24 


71 


58 


CTCAATGCCGCAAAGGCCAAGGCT - 


209 


22 


69 


55 


TCCTCAATGCCGCAAAGGCCAA 


207 


24 


70 


54 


CTTCCTCAATGCCGCAAAGGCCAA 


203 


25 


69 


52 


TCTTCTTCCTCAATGCCGCAAAGGC 


208 


24 


70 


54 


TTCCTCAATGCCGCAAAGGCCAAG 


211 


22 


. 68 


59 


CTCAATGCCGCAAAGGCCAAGG 


208 


22 


69 


55 


TTCCTCAATGCCGCAAAGGCCA 


213 


21 


69 


62 


CAATGCCGCAAAGGCCAAGGC 


213 


23 


72 


61 


CAATGCCGCAAAGGCCAAGGCTG 


211 


23 


71 


61 


CTCAATGCCGCAAAGGCCAAGGC 


212 


22 


• 71 


59 


TCAATGCCGCAAAGGCCAAGGC 


212 


23 


71 


57 


TCAATGCCGCAAAGGCCAAGGCT 


216 


21 


72 


67 


TGCCGCAAAGGCCAAGGC5TGC 


215 . 


23 


72 


61 


ATGCCGCAAAGGCCAAGGCTGCT 


215 


21 


69 


62 


ATGCCGCAAAGGCCAAGGCTG 


208 


23 


70 


52 


TTCCTCAATGCCGCAAAGGCCAA 


207 


• 25 


71 


56 


CTTCCTCAATGCCGCAAAGGCCAAG 


210 


23 


71 


61 


CCTCAATGCCGCAAAGGCCAAGG^ 


OflQ 


Zl 


o9 


O/ 


TOO 1 WvYI oUOt^LrAAAOOOUA 






7ft 




/ % TT/ s P t Tr < a ATriPP npAAA i^ra r» A 


. fcWO 




7ft 




ThCTOAATGCCQG AAAG GCCAAG 

1 WW 1 W/V> 1 WWW wWAWAw WWW/A/Aw 


226 


24 


68' 


63 


CAAGGCTGCTCTCTCGCGXAAGCC 


227 


25 


70 


64 


CCAAGGCTGCTCTCTCGCGTAAGCC 


227 


24 


68 


63 


CCAAGGCTGCTCTCTCGCGTAAGC 


224 


24 


70 


63 


AGGCCAAGGCtGCTCTCTCGCGTA 


229 


24 


68 


58 


AAGGCTGCTCTCTCGCGTAAGCCA 


218 


22 


69 ' 


64 


CCGCAAAGGCCAAGGCTGCTCT 


229 


26 


68 


60 


AAGGCTGCTCTCTCGCGTAAGCCAG 


228 


25 


70 


60 


CMGGCTGCTCTCTCGCGTAAGCCA 


218 


24 


71 


63 


CCGCAAAGGCCAAGGCTGCrCTCT 


221 


. 24 


70 


63 


CAAAGGCCAAGGCTGCTCTCTCGC 


219 


23 


69 


61 


CGCAAAGGCCAAGGCTGCTCTCT 


224 


22 


70 


68 


AGGCCAAGGCTGCTCTCTCGCG 


223 


24 


71 


63 


AAGGCCAAG6CTGCTCTCTCGCGT 


222 


25 


71 


60 


AAAGGCCAAGGCTGCTCTCTCGCGT 


474 


25 


71 


60 


TGGTGTAGGATGGGACAGTGGGCCA 


474 


25 


71 


60 


TGGTGTAGGATGGGACAGTGGGCCA 


474 


25 


71 


60 


TGGTGTAGGATGGGACAGTGGGCCA 


474 


25 


71 


60 


TGGTGTAGGATGGGACAGTGGGCCA 
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FIG. 61 



Probe 

Start Length Tm Eg5 : 7 pfSSS 



474 


25 


71 


60 


TGGTGTAGGATGGGACAGTGGGCCA' 


474 


25 


71 


60 


TGGTGTAGGATGGGACAGTGGGCCA 


474 


25 


71 


60 


TGGTGTAGGATGGGACAGTGGGCCA 


474 


25 


71 


60 


TGGTGTAGGATGGGACAGTGGGCCA 


474 


25 


71 


60 


TGGTGTAGGATGGGACAGTGGGCCA 


584 


25 


69 


. 6 2 


TCAAGCAAGGCATGATGGACCCTCA 


685 
684 


25 


69 • 


52 


. CAAGCAAGGCATGATGGACCCTCAA 


25 


69 


52 


TCAAGCAAGGCATGATGGACCCTCA 


685 


25 


69 


52 


CAAGCAAGGCATGAT6GACCCTCAA 


684 


25 


69 


62 


TCAAGCAAGGCATGATGGACCCTCA 


685 


25. 


69 


52 


CAAGCAAGGCATGATGGACCCTCAA 


222 


25 


71 


60 


AAAGGCCAAGGCTGCTCTCTCGCfYT 


218 


24 


71 


63 


CCGCAAAGGCCAAGGCTGCTCTCT 


218 


23 


71 


65 


CCGCAAAGGCCAAGGCTGCTCTC 


224 


25 


70 


60 


AGGCCAAGGCTGCTCTCTCGCGTAA 


224 


. 22 


70 


68 


AGGCCAAGGCTGCTCTCTCGCG 


224 


23 


70 


65 


AGGCCAAGGCTGCTCTCTCGCGT 


224 


24 


70 


63 


AGGCCAAGGCTGCTCTCTCGCGTA 


216 


20 


69 


65 


TGCCGCAAAGGCCAAGGCTG 


215 


23 


72 


61 


ATGCCGCAAAGGCCAAGGCTGCT 


218 


21 


69 


67 


CCGCAAAGGCCAAGGCTGCTC 


216 


21 . 


72 


67 


TGCCGCAAAGGCCAAGGCTGC 


219 


22 


. 68 


64 


CGCAAAGGCCAAGGCTGCTCTC 


219 


23 


69 


. 61 


CGCAAAGGCCAAGGCTGCTCTCT 


229 


25 


68 


60 


AAGGCTGCTCTCTCGCGTAAGCCAG 


228 


25 


70 


60 


CAAGGCTGCTCTCTCGCGTAAGCCA 


227 . 


24 


68 


63 


CCAAGGCTGCTCTCTCGCGTAAGC 


229 


24 


68 


58 


AAGGCTGCTCTCTCGCGT4AGCCA 




24 


68 


63 


CAAGGCTGCTCTCTCGCGTAAGCC 




ZD 


70 


60 


AAGGCCAAGGCTGCTCTCTCGCGTA 


227 




#U 


64 


CCAAGGCTGCTCTCTCGCGTAAGCC 


223 


24 


T1 
/ • 


0<3 


AAGGGCAAGGCTGCTCTCTCGCGT 


223 


23 


70 




nnV5WOw/V\V3bv 1 fut CTCGCG 


218 


22 


69 


64 




221 


24 


70 


63 


CAAAGGCCAAGGCTGCTCTCTCGC 


219 


24 


70 


63 


CGCAAAGGCCAAGGCTGCTCTCTC 


222 


24 


71 


63 


AAAGGCCAAGGCTGCTCTCTCGCG 


207 


25 


71 


56 


CTTCCTCAATGCCGCAAAGGCCAAG 


208 


24 


70 


54 


TTCCTCAATGCCGCAAAGGCCAAG 


208 


23 


70 


52 


TTCCTCAATGCCGCAAAGGCCAA 


211 


22 


68 


59 


CTCAATGCCGCAAAGGCCAAGG 


206 


25 


72 


52 


TCTTCCTCAATGGCGCAAAGGCCAA 


207 


23 


70 


57 


CTTCCTCAATGCCGCAAAGGCCA 


207 


24 


70 


64 


CTTCCTCAATGCCGCAAAGGCCAA 


203 


25 


69 


52 


TCTTCTTCCTCAATGCCGCAAAGGC 
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FIG. 6J 



1 Probe 



start 






%GC 


rTOP© 


4.UO 


Z4 


71 


54 


TCTTCCTCAATjGCCGCAAAGGCCA 


OAR 


24 


70 


54 


TTCTTCCTCAATGCCGCAAAGGCC 


204 • 


25 


70 


56 


CTTCTTCCTCAATGCCGCAAAGGCC 


208 


22 


69 


55 


TTCCTCAATGCCGCAAAGGSCCA 


206 


•23 


69 


67 


TCTTCCTCAATGCCGCAAAGGCC 


205 


25 


72 


52 


TTCTTCCTCAATGCCGCAAAGGCCA 


.214 


22 


70 


59 


AATGCCGCAAAGGCCAAGGCTG 


209 


23 


70 


57 


TCCTCAATGCCGCAAAGGCCAAG 


"210 


23 


71 


61 


CCTCAATGCGGCAAAGGCCAAGG 


211 


23 


71 


61 


CTCAATGCCGCAAAGGCCAAGGC 


209 


22 


69 


55 


TCCTCAATGCCGCAAAGGCCAA 


209 


21 


69 


67 


TCCTCAATGCCGCAAAGGCCA 


213 


21 


69 


62 


CAATGCCGCAAAGGCCAAGGC 


213 


23 


72 


61 


CAATGCCGCAAAGGCCAAGGCTG 


211 


24 


71 


58 


CTCAATGCCGCAAAGGCCAAGGCT 


215 


21 


69 


62 


ATGCCGCAAAGGCCAAGGCTG 


210 


22 


68 


69 


CCTCAATGCCGCAAAGGCCAAG 


212 


23 


71 


57 


TCAATGCCQCAAAGGCCAAGGCT 


213 


22 


70 


59 


CAATGCCGCAAAGGCCAAGGCT 


212 


22 


71 


. 59 


TCAATGCCGCAAAGGCCAAGGC 
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FIG. 6K 



Reverse Primer 



Start 


Length 


Tm 


%ec 


Primer 


Length 


Tm 


•Ago 


4Vo 


22 


59 


45 


AAI<iOTCA6C6GQTA6AAtTTS 


Isl 


77 


'" 42 ' 


671 


22 


59 


45 


CAATGGTCAGCGGGTAGAATTT 


151 


77 


42 


672 


22 


61 


60 


CCAATGGTCAGCGGGTAGAATT 


151 


77 


42 


673 


22 


61 


50 


TCCAATGGTCAGCGGGTAGAAT 


151 


77 


42 


704 


23 


61 


48 


TCCTTCAGGCTCTTAGCAATTGC . 


151 


80 


*t*7 


704 


23 


61 


48 


TCCTTCAGGCTCTTAGCAATTGC 


151 






225 


22 


62 


60 


CTTTGCGGCATTGAGQAAGAAG 


161 




42 


669 


22 


69 


45 


ATGGTCAGCGGGTAGAATTTGA 


IO 1 


77 


42 


670 


22 


59 


45 


AATGGTCAGCGGGTAGAATTTG 


• Ol 


77 


42 


671 


22 


59 


4'5 


CAATGGTCAGCGGGTAGAATTT* 


TOT 


77 


42 


672 


22 


61 


50 


CCAATG GTCAG CGGGTAfi AATT 


Wit 4 

151 


77 


42 


672 


21 


60 


52 


CCAATG GTCAft Cf^rVTAft A AT 


151 


77 


42 


673 


21 


61 


52 


TCC A ATfiftTP A fJ f*Gtf2fZTAfl A A 


151 


77 


42 


673. 


20 


60 


55 


TCCAATRfVrOAf^r^ftftftTAfSA 


151 . 


77 


42 


704 


23 


61 


48 


TCCTTO AfiTSPTPTTArSP A ATT^r* 


151 


60 


49 


704 


23 


61 


48 


TCCTTf^ Al^fSf Tf 1 TA A ATIYSf^ 
Iwl 1 AUU/VA 1 loo 


161 


80 


49 


706 


24 


60 


46 


CATCfTTTP Art f2 f^Tf^TTA fir* A ATrr 


151 


80 


49 


706 


24 


60 


46 




151 


80 


49 


222 


21 


61 


48 


TGCGG CATTG AGid AAA A Aft AT 


lOl 


77 


42 


223 


. 20 


60 


50 


TTG CGG CATTC5 AC? A A Hi A Ad 


lOl 


77 


42 


226 


21 


61 


48 


CTTTGCG GCATTGAGGAAGAA 


1 Ol 


77 


42 


266 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


1*51 
Iwl 




48 


266 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 






266 


24 


58 


46 


GCCACTCTCCAAATTTAGGQTrAG 


151 


79 


aIR 


266 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


'48 


286 


24 


68 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


7£ 


48 


286 


\ 24 


58 


46 


GCCACTCTCCAAATTTTAGGGTTAG 


151 


79 


48 


286 


24 


68 


46 


GCCACTCT(XJAAATTTAGGprrTAG 


151 


79 


48 


266 
286 


24 


68 


46 


GCCACtCTCCAAATrTAGGGTtAG 


161 


79 


48 


24 • 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


286 
266 


24 


68 


46 


GCCACTCTCCAAATTTAGGGTTAG . 


151 


79 


48 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


286 




en 
Oo 


48 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


24 


58 


46 


GCCACTCTCCAMTTTAGGGTTAG 


161 • 


79 


48 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG j 


161 


79 


46 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


286 


24 


56 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


286 s 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


7 9 


46 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


286 


24 


56 


46 


GCCACTCTCCAMTTTAGGGTTAG 


161 


79 


48 



"Ta 

— Ba- 
se 

87 
S7 
89 
89 
87 
86 
S6. 
86 
57 

©7 
5^ 
59 
99 
&9 
&9 

S« 
5T 
5^8 
5* 
5^ 
5« 
5« 
6« 

6*J 

6© 

6G 

68 

68 

68 

68 

68 

68 

68 

63 

63 

63 

53 

53 

6fc 

5fc" 



Penalty ^ 

63T 

6.0 
6.0 
6.0 
6.0 
6.0 
7.0 
7.0 
' 7.0 
7.0 
7.0 
7.0 
7.0 
7.0 
7.0 
7.0 
7.0 
7.0 
8.0 
8.0 
8.0 
8.0 
6.0 
8.0 

ao 

8.0 
8.0 
6.0 
8.0 
8.0 
fc.O 
. 6.0 
8.0 
6.0 
8,0 
8.0 
8.0 
8.0 
8.0 
8.0 
8.0 
8,0 
8.0 
8.0 
8.0 
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FIG. 6L 



Rovaree Primer AmpOoon 

start Langth Tm %GC Primer UnggT~~^ni 5555 f5 BEE " 



1 52a 

£00 


OA 


SB 

oo 


35" 

4o 


OGCAC 1 0 1 CCAAA1 ITAGGG 1 1 AG 


151 


70 


48 


St* 




ZOO 


OA 


DO 


ACS 

46 


G CCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


58 


8.0 


Zoo 


24 


58 


.46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


68 


8.0 


286 


24 


58 


46 


GCCACTCTCCAAA77TAGGGTTAG 


161 


79 


48 


68 


8.0 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


68 


8.0 


286 


24 


58 , 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


58 


8.0 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


. 58 


8.0 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


58 


8.0 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


58 


8.0 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


58 


6.0 


. 286 


24 


53 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48, 


58 
58 


8.0 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


8.0 


286 


.24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


58 


8.0 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


68 


8.0 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


58 


8.0 


286 


24 * 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


• 58 


8.0 


-286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


58 


8.0 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


58 


8.0. 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


58 


8.0 


286 


24 


58 


.46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


68 


•8.0 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


58 


8.0 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


68 


8.0 


286 


-24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG . 


151 


79 


48 


58 


8.0 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


4B 


68 


8.0 


286 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


58 


6.0 


Zoo 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


58 


8.0 


Zoo 


24 


58 


46 


GCCACTCTCCAAATTTAGGGTTAG 


161 


79 


48 


66 


8.0 




OA 


CO 

OO 


AG 

4o 


GCCACTCTCCAAATTTAGGGTTAG 


151 


79 


48 


68 


8.0 


266 




CO 
OO 


AG 
4o 


l»u W\Lf T OTCCAAAl 1 IAGGGTTAG 


161 


7$ 


48 


68 


8.0 


286. 


24 








Tol 


79 


48 


58 


8.0 


. 286 


24 


58 


46 


GCCACTCTCfiAAATTTAftfiraTTAfS 


lOl 


79 


48 


58 


8.0 


281 


23 


59 


48 


CACCTGCCACTCTCCAAATTTAG. 


1151 
IO 1 


TO 


48 


58 


8.0 


281 


23 


69 


48 


CACCTGCCACTCTCCAAATTTAG 


151 


TO 


HO 


68 


8.0 


2G1 


23 


59 


48 


CACCTGCCACTCTCCAAATTTAG 


161 


* 79 


48 


68 
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Reverse Primer Ampllcon 
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FIG. 60 

Reverse Primer Amplicon 
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FIG. 7A 
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FIG. 7B 

Forward Primer 
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FIG. 7C 
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FIG. 7D 
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FIG. 7E 



Reverse Primer Ampllcon 
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FIG. 7F 

Reverse Piimer Ampllcon 
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Envelope Protein Purification Flow-Chart 
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Figure 9A 
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Figure 10A 
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Figure 10B 
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Figure 11B 
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FIGURE 12B 
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